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<210> 1 
<211> 1875 



<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
GM 83055392 A 



<400> 1 

ttggaagaga 

aaaccaaatg 

atgaaacaaa 

cctcagaaat 

tt tggaggtt 

tcagagacta 

aggctctcct 

tattcgttat 

tcatccatac 

tctgatagcc 

cttgcaatgt 

aacaagtcct 

agtgcatcta 

tcatcagcat 

ttagagatgt 

aaaatggaaa 

gcctccatgc 

ctctttgtgt 

gagcggaaac 

gt tcaagcta 

tccct ctct c 

gattcatct c 

gaaaacaacc 

tttaatttgt 

aaagccagat 

actgggaaag 

catctaagaa 

tgtgtattat 

ccctccttct 

caataattca 

ctcaaccgtc 

gagaatccta 



tggtcctggc 
t t tgtgctgc 
cctggatgca 
atgagcaact 
ctccagtgcc 
acatggact t 
ttcctagcac 
teat cagaag 
ttccctcatc 
ttgtatgtat 
cagatgtagc 
taaatactga 
gtggat tagc 
ttattggaca 
tgggtttggg 
tgggaatcac 
cccaggtgtc 
tcctgtcagt 
aattcaaaaa 
tggect ttga 
taaact caga 
ggataaagag 
atgtcattga 
t ttactgggg 
gatgtttaaa 
agcaagtcac 
agagtttagg 
gggaaaaaca 
ttcttaatga 
aagatatt tt 
ctaggcaaga 
tgaag 



tttccagt ta 
ttctaacatc 
agaaactaga 
tctccatata 
agtaggtata 
tacaatgact 
agcaaacaaa 
gctgtatctg 
t ccagacatc 
atctgaaaaa 
ctacaatgag 
agaacatatg 
tttctatagc 
tctactgttt 
aattctcaga 
cacagtgctg 
ctacctcaag 
cattgagtat 
aagtttt tea 
tggttgttac 
agacttca tg 
aagaaaatcc 
cacctattct 
tgtatatgta 
aacaaaactc 
ctctcctgcc 
tcctagaaaa 
gttttccatt 
aatgttcttt 
gt ttcttagt 
acatccacat 



gtctccttca 
aagatgacac 
atgaagaaag 
gaggacaacg 
gatgtccatg 
ttttatctca 
agcatgacat 
ttatactgee 
catgcacctg 
aacttgecag 
gatgacctaa 
tccctttctc 
agcacaggta 
ttgatctgga 
atctgggtaa 
accatgtcca 
gctgtggatg 
gcagctgtga 
aagatttcta 
catgacagcg 
agaagaaaat 
ctaggaggac 
aggat tt tat 
tgaaggggaa 
t tgaatatga 
ctaatgaaaa 
gtttgactcc 
gggaagggct 
atttaactag 
gccagccaag 
agaggtggta 



cctacatctg 
accageggtg 
atgacagtac 
atttegcaat 
ttgaaagcat 
ggcattactg 
ttgatcatag 
agaggtct tt 
gtacatctaa 
gacacagtaa 
tgctatactg 
agttcttcat 
cagcattt ta 
gttccaggaa 
taactagagc 
caatcatcac 
tgtacctgtg 
actacctcac 
ggatgtacaa 
agat tgacat 
egatatgeag 
atgttggtag 
tccccattgt 
t ttcaaatgt 
gttggatagt 
tttgaaagct 
ataaataaga 
ttataactac 
ggaagaaagc 
tgee tggtta 
tcatccacac 



gatcatattg 
ctcctcttca 
caaagegegg 
gagacctgga 
tgacagcat t 
gaaagacgag 
acacttgegg 
cttctcaccc 
aagcagt ttg 
aaacacacct 
gaaacacgga 
tgaagacttc 
catgggtgat 
aagaccaggt 
catggataag 
tgctgtgagc 
ggtcagctcc 
cacagtggaa 
tattgatgea 
ggaccagact 
ccccagcacc 
aatcat tctg 
gtatatcttt 
atacaacttt 
cctagatgga 
gtctgattta 
gtcataggca 
t tcatctgaa 
tggactataa 
tctaccagag 
tcacacagct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1875 



<210> 2 
<211> 467 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
GM 83055392 A 



<400> 2 

Met Val Leu Ala Phe Gin Leu Val Ser Phe Thr Tyr lie Trp lie lie 
15 10 15 



Leu Lys Pro Asn Val Cys Ala Ala Ser Asn lie Lys Met Thr His Gin 
20 25 30 



Arg Cys Ser Ser Ser Met Lys Gin Thr Trp Met Gin Glu Thr Arg Met 
35 40 45 

Lys Lys Asp Asp Ser Thr Lys Ala Arg Pro Gin Lys Tyr Glu Gin Leu 
50 55 60 

Leu His lie Glu Asp Asn Asp Phe Ala Met Arg Pro Gly Phe Gly Gly 
65 70 75 80 

Ser Pro Val Pro Val Gly lie Asp Val His Val Glu Ser lie Asp Ser 
85 90 95 

lie Ser Glu Thr Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His 
100 105 110 

Tyr Trp Lys Asp Glu Arg Leu Ser Phe Pro Ser Thr Ala Asn Lys Ser 
115 120 125 

Met Thr Phe Asp His Arg His Leu Arg Tyr Ser Leu Phe lie Arg Arg 
130 135 140 

Leu Tyr Leu Leu Tyr Cys Gin Arg Ser Phe Phe Ser Pro Ser Ser lie 
145 150 155 160 

Leu Pro Ser Ser Pro Asp lie His Ala Pro Gly Thr Ser Lys Ser Ser 
165 170 175 

Leu Ser Asp Ser Leu Val Cys lie Ser Glu Lys Asn Leu Pro Gly His 
180 185 190 

Ser Lys Asn Thr Pro Leu Ala Met Ser Asp Val Ala Tyr Asn Glu Asp 
195 200 205 

Asp Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr Glu 
210 215 220 

Glu His Met Ser Leu Ser Gin Phe Phe lie Glu Asp Phe Ser Ala Ser 
225 230 235 240 

Ser Gly Leu Ala Phe Tyr Ser Ser Thr Gly Thr Ala Phe Tyr Met Gly 
245 250 255 

Asp Ser Ser Ala Phe lie Gly His Leu Leu Phe Leu lie Trp Ser Ser 
260 265 270 

Arg Lys Arg Pro Gly Leu Glu Met Leu Gly Leu Gly lie Leu Arg lie 
275 280 285 

Trp Val lie Thr Arg Ala Met Asp Lys Lys Met Glu Met Gly lie Thr 
290 295 300 

Thr Val Leu Thr Met Ser Thr lie lie Thr Ala Val Ser Ala Ser Met 
305 310 315 320 



Pro Gin Val Ser Tyr Leu Lys Ala Val Asp Val Tyr Leu Trp Val Ser 
325 330 335 



Ser Leu Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr 
340 345 350 

Leu Thr Thr Val Glu Glu Arg Lys Gin Phe Lys Lys Ser Phe Ser Lys 
355 360 365 

lie Ser Arg Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp 
370 375 380 

Gly Cys Tyr His Asp Ser Glu lie Asp Met Asp Gin Thr Ser Leu Ser 
385 390 395 400 

Leu Asn Ser Glu Asp Phe Met Arg Arg Lys Ser lie Cys Ser Pro Ser 
405 410 415 

Thr Asp Ser Ser Arg lie Lys Arg Arg Lys Ser Leu Gly Gly His Val 
420 425 430 

Gly Arg lie lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg 
435 440 445 

lie Leu Phe Pro lie Val Tyr lie Phe Phe Asn Leu Phe Tyr Trp Gly 
450 455 460 

Val Tyr Val 
465 



<210> 3 

<211> 1417 

<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
83055392 



<400> 3 

ggaagagatg 

ttgtgctgct 

cagcaaacaa 

tgagcaactt 

tccagtgcca 

catggacttt 

tcctagcaca 

gcctgatatc 

tatcatgctg 

ggccatgtgc 

actggaaagc 

cttaaatact 

tagtggatta 

tgtgct aagg 

ggtgatgctt 

cctgggaatc 

gccccaggtg 

gt tcctgtca 

acaattcaag 

ggcctt tgat 



gtcctggctt 
tctaacatca 
gaaactagaa 
ctccatatag 
gtaggtatag 
acaatgact t 
gcaaacaaaa 
ttttttgtcc 
cgcgtacacc 
tttatggatt 
gcctacaatg 
gaagaacata 
gctttctata 
aggcatgtt t 
tcatgggtt t 
accacagtgc 
tcctacct ca 
gtcattgagt 
aagacaggaa 
ggt tgt tacc 



tccagttagt 
agatgacaca 
tgaagaaaga 
aggacaacga 
atgt ccatgt 
tttatctcag 
gcatgacatt 
actctaaaag 
ctgatggaaa 
tcagcaggtt 
aggatgacct 
tgtccctttc 
gcagcacaac 
tcttctttgt 
catt t tggat 
tgaccatgtc 
aggctgtgga 
atgcagctgt 
agatttctag 
atgacagcga 



ctccttcacc 
ccagcggtgc 
tgacagtacc 
tttcgcaatg 
tgaaagcatt 
gcattactgg 
tgatcataga 
atccttcatc 
cgtcctccta 
tcctcttgac 
aatgctatac 
tcagttcttc 
aggctggtac 
gctgccaacc 
tgaccgaaga 
cacaatcatc 
tgtgtacctg 
gaactacctc 
gatgtacaat 
gattgacatg 



tacatctgga 
tcctcttcaa 
aaagcgcggc 
agacc tggat 
gacagcattt 
aaagacgaga 
t tgaccagaa 
catgatacaa 
agtctcagga 
actcaaaatt 
tggaaacacg 
attgaagact 
aataggcttt 
tat ttcccag 
gctgttcctg 
actgctgtga 
tgggtcagct 
accacagtgg 
attgatgcag 
gaccagact t 



tcatattggt 
tgaaacaaac 
ctcagaaata 
ttggaggttc 
cagagactaa 
ggctctcctt 
agatctgggt 
ctatggagaa 
taacggtttc 
gttctcttga 
gaaacaagtc 
tcagtgcatc 
tcatcatctc 
ccatattgat 
caagagtttc 
gcgcctccat 
ccctctttgt 
aagagcggaa 
ttcaagctat 
ccctctctct 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 



aaactcagaa gacttcatga gaagaaaatc gatatgcagc cccagcaccg attcatctcg 1260 

gataaagaga agaaaatccc taggaggaca tgttggtaga atcattctgg aaaacaacca 1320 

tgtcattgac acctattcta ggattttatt ccccattgtg tatattttat ttaatttgtt 1380 

ttactggggt gtatatgtat gaaggggaat ttcaaat 1417 



<210> 4 
<211> 464 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
83055392 

<400> 4 

Met Val Leu Ala Phe Gin Leu Val Ser Phe Thr Tyr lie Trp lie lie 
15 10 15 

Leu Val Cys Ala Ala Ser Asn lie Lys Met Thr His Gin Arg Cys Ser 
20 25 30 

Ser Ser Met Lys Gin Thr Ser Lys Gin Glu Thr Arg Met Lys Lys Asp 
35 40 45 

Asp Ser Thr Lys Ala Arg Pro Gin Lys Tyr Glu Gin Leu Leu His lie 
50 55 60 

Glu Asp Asn Asp Phe Ala Met Arg Pro Gly Phe Gly Gly Ser Pro Val 
65 70 75 80 

Pro Val Gly lie Asp Val His Val Glu Ser lie Asp Ser lie Ser Glu 
85 90 95 

Thr Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His Tyr Trp Lys 
100 105 110 

Asp Glu Arg Leu Ser Phe Pro Ser Thr Ala Asn Lys Ser Met Thr Phe 
115 120 125 

Asp His Arg Leu Thr Arg Lys lie Trp Val Pro Asp lie Phe Phe Val 
130 135 140 

His Ser Lys Arg Ser Phe lie His Asp Thr Thr Met Glu Asn lie Met 
145 150 155 160 

Leu Arg Val His Pro Asp Gly Asn Val Leu Leu Ser Leu Arg lie Thr 
165 170 175 

Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro Leu Asp Thr 
180 185 190 

Gin Asn Cys Ser Leu Glu Leu Glu Ser Ala Tyr Asn Glu Asp Asp Leu 
195 200 205 



Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr Glu Glu His 
210 215 220 



Met Ser Leu Ser Gin Phe Phe lie Glu Asp Phe Ser Ala Ser Ser Gly 
225 230 235 240 

Leu Ala Phe Tyr Ser Ser Thr Thr Gly Trp Tyr Asn Arg Leu Phe lie 
245 250 255 

lie Ser Val Leu Arg Arg His Val Phe Phe Phe Val Leu Pro Thr Tyr 
260 265 270 

Phe Pro Ala lie Leu Met Val Met Leu Ser Trp Val Ser Phe Trp lie 
275 280 285 

Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly lie Thr Thr Val 
290 295 300 

Leu Thr Met Ser Thr lie lie Thr Ala Val Ser Ala Ser Met Pro Gin 
305 310 315 320 

Val Ser Tyr Leu Lys Ala Val Asp Val Tyr Leu Trp Val Ser Ser Leu 
325 330 335 

Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr Leu Thr 
340 345 350 

Thr Val Glu Glu Arg Lys Gin Phe Lys Lys Thr Gly Lys lie Ser Arg 
355 360 365 

Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp Gly Cys Tyr 
370 375 380 

His Asp Ser Glu lie Asp Met Asp Gin Thr Ser Leu Ser Leu Asn Ser 
385 390 395 400 

Glu Asp Phe Met Arg Arg Lys Ser lie Cys Ser Pro Ser Thr Asp Ser 
405 410 415 

Ser Arg lie Lys Arg Arg Lys Ser Leu Gly Gly His Val Gly Arg lie 
420 425 430 

lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg lie Leu Phe 
435 440 445 

Pro lie Val Tyr lie Leu Phe Asn Leu Phe Tyr Trp Gly Val Tyr Val 
450 455 460 



<210> 5 
<211> 1444 
<212> DNA 

<2 13 > Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG54683-02 



<400> 5 

gtttttttgt tttggaagag atggtcctgg ctttccagtt agtctccttc acctacatct 60 
ggatcatatt gaaaccaaat gtttgtgctg cttctaacat caagatgaca caccagcggt 120 



gctcctcttc 
ccaaagcgcg 
tgagacctgg 
ttgacagcat 
ggaaagacga 
gattgaccag 
tccatgatac 
taagtctcag 
acgacactca 
tgctatactg 
agttcttcat 
ggtacaatag 
aaacctat tt 
gaagagctgt 
tcatcactgc 
acctgtgggt 
acctcaccac 
acaatattga 
acatggacca 
gcagccccag 
gtagaatcat 
ttgtgtatat 
atgt 



aatgaaacaa 
gcctcagaaa 
atttggaggg 
ttcagagact 
gaggctctcc 
aaagatctgg 
aactatggag 
gataacggtt 
aaattgttct 
gaaacacgga 
tgaagacttc 
get tttcatc 
cccagccata 
tectgeaaga 
tgtgagcgcc 
cagctccctc 
agtggaagag 
tgcagttcaa 
gacttccctc 
caccgattca 
tctggaaaac 
tttatttaat 



acctgcaaac 
tatgagcaac 
tctccagtgc 
aacatggact 
tt tcctagca 
gtgectgata 
aatatcatgc 
teggecatgt 
cttgaactgg 
aacaagt cct 
agtgcatcta 
aactttgtgc 
t tgatggtga 
gtttccctgg 
tccatgcccc 
tttgtgttcc 
eggaaacaat 
getatggect 
tctctaaact 
teteggataa 
aaccatgtca 
ttgttttact 



aagaaactag 
ttctccatat 
cagtaggtat 
ttacaatgac 
cagcaaacaa 
tcttttttgt 
tgegegtaca 
gctttatgga 
aaagctgtgc 
taaatactga 
gtggattagc 
taaggaggca 
tgett tcatg 
gtatcaccac 
aggtgtccta 
tgtcagtcat 
tcaagaagac 
ttgatggttg 
cagaagactt 
agagaagaaa 
ttgacaccta 
ggggtgtata 



aatgaagaaa 
agaggacaac 
agatgeccat 
tttttatctc 
aagcatgaca 
ccactctaaa 
ccctgatgga 
t ttcagcagg 
ctacaatgag 
agaacatatg 
tttctatagc 
tgttttcttc 
ggtttcattt 
agtgctgacc 
cctcaaggct 
tgagtatgea 
aggaaaggta 
ttaccatgac 
catgagaaga 
atccctagga 
ttctaggatt 
tgtatgaagg 



gatgacagta 
gat ttcgcaa 
gttgaaagca 
aggcattact 
tt tgatcata 
agatccttca 
aacgtcctcc 
tttcctcttg 
gatgacctaa 
tccctttctc 
agcacaggtt 
tttgtgctgc 
tggattgacc 
atgtccacaa 
gtggatgtgt 
gctgtgaact 
tctaggatgt 
agegagattg 
aaatcgatat 
ggacatgttg 
ttattcccca 
ggaatttcaa 



180 

240 

300 

360 

420 

480 

540 

60 0 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1444 



<210> 6 
<211> 468 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG54683-02 

<400> 6 

Met Val Leu Ala Phe Gin Leu Val Ser Phe Thr Tyr lie Trp lie lie 
15 10 15 

Leu Lys Pro Asn Val Cys Ala Ala Ser Asn lie Lys Met Thr His Gin 
20 25 30 

Arg Cys Ser Ser Ser Met Lys Gin Thr Cys Lys Gin Glu Thr Arg Met 
35 40 45 

Lys Lys Asp Asp Ser Thr Lys Ala Arg Pro Gin Lys Tyr Glu Gin Leu 
50 55 60 

Leu His lie Glu Asp Asn Asp Phe Ala Met Arg Pro Gly Phe Gly Gly 
65 70 75 80 

Ser Pro Val Pro Val Gly lie Asp Ala His Val Glu Ser lie Asp Ser 
85 90 95 

lie Ser Glu Thr Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His 
100 105 110 



Tyr Trp Lys Asp Glu Arg Leu Ser Phe Pro Ser Thr Ala Asn Lys Ser 
115 120 125 



Met Thr Phe Asp His Arg Leu Thr Arg Lys lie Trp Val Pro Asp lie 
130 135 140 

Phe Phe Val His Ser Lys Arg Ser Phe lie His Asp Thr Thr Met Glu 
145 150 155 160 

Asn lie Met Leu Arg Val His Pro Asp Gly Asn Val Leu Leu Ser Leu 
165 170 175 

Arg lie Thr Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro 
180 185 190 

Leu Asp Asp Thr Gin Asn Cys Ser Leu Glu Leu Glu Ser Cys Ala Tyr 
195 200 205 

Asn Glu Asp Asp Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu 
210 215 220 

Asn Thr Glu Glu His Met Ser Leu Ser Gin Phe Phe lie Glu Asp Phe 
225 230 235 240 

Ser Ala Ser Ser Gly Leu Ala Phe Tyr Ser Ser Thr Gly Trp Tyr Asn 
245 250 255 

Arg Leu Phe lie Asn Phe Val Leu Arg Arg His Val Phe Phe Phe Val 
260 265 270 

Leu Gin Thr Tyr Phe Pro Ala lie Leu Met Val Met Leu Ser Trp Val 
275 280 285 

Ser Phe Trp lie Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly 
290 295 300 

lie Thr Thr Val Leu Thr Met Ser Thr lie lie Thr Ala Val Ser Ala 
305 310 315 320 

Ser Met Pro Gin Val Ser Tyr Leu Lys Ala Val Asp Val Tyr Leu Trp 
325 330 335 

Val Ser Ser Leu Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val 
340 345 350 

Asn Tyr Leu Thr Thr Val Glu Glu Arg Lys Gin Phe Lys Lys Thr Gly 
355 360 365 

Lys Val Ser Arg Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe 
370 375 380 

Asp Gly Cys Tyr His Asp Ser Glu lie Asp Met Asp Gin Thr Ser Leu 
385 390 395 400 

Ser Leu Asn Ser Glu Asp Phe Met Arg Arg Lys Ser lie Cys Ser Pro 
405 410 415 



Ser Thr Asp Ser Ser Arg lie Lys Arg Arg Lys Ser Leu Gly Gly His 
420 425 430 



Val Gly Arg lie lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser 
435 440 445 

Arg lie Leu Phe Pro lie Val Tyr lie Leu Phe Asn Leu Phe Tyr Trp 
450 455 460 

Gly Val Tyr Val 
465 



<210> 7 
<211> 1438 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG54683 -03 

<400> 7 

gtttttttgt tttggaagag atggtcctgg ctttccagtt agtctccttc acctacatct 60 

ggatcatatt gaaaccaaat gtttgtgctg cttctaacat caagatgaca caccagcggt 120 

gctcctcttc aatgaaacaa acctgcaaac aagaaactag aatgaagaaa gatgacagta 180 

ccaaagcgcg gcctcagaaa tatgagcaac ttctccatat agaggacaac gatttcgcaa 240 

tgagacctgg atttggaggg tctccagtgc cagtaggtat agatgtccat gttgaaagca 300 

ttgacagcat ttcagagact aacatggact ttacaatgac tttttatctc aggcattact 360 

ggaaagacga gaggctctcc tttcctagca cagcaaacaa aagcatgaca tttgatcata 420 

gattgaccag aaagatctgg gtgcctgata tcttttttgt ccactctaaa agatccttca 480 

tccatgatac aactatggag aatatcatgc tgcgcgtaca ccctgatgga aacgtcctcc 540 

taagtctcag gataacggtt tcggccatgt gctttatgga tttcagcagg tttcctctga 600 

ctcaaaattg ttctcttgaa ctggaaagct gtgcctacaa tgaggatgac ctaatgctat 660 

actggaaaca cggaaacaag tccttaaata ctgaagaaca tatgtccctt tctcagttct 720 

tcattgaaga cttcagtgca tctagtggat tagctttcta tagcagcaca ggttggtaca 780 

ataggctttt catcaacttt gtgctaagga ggcatgtttt cttctttgtg ctgcaaacct 840 

atttcccagc catattgatg gtgatgcttt catgggtttc attttggatt gaccgaagag 900 

ctgttcctgc aagagtttcc ctgggtatca ccacagtgct gaccatgtcc acaatcatca 960 

ctgctgtgag cgcctccatg ccccaggtgt cctacctcaa ggctgtggat gtgtacctgt 1020 

gggtcagctc cctctttgtg ttcctgtcag tcattgagta tgcagctgtg aactacctca 1080 

ccacagtgga agagcggaaa caattcaaga agacaggaaa ggtatctagg atgtacaata 1140 

ttgatgcagt tcaagctatg gcctttgatg gttgttacca tgacagcgag attgacatgg 1200 

accagacttc cctctctcta aactcagaag acttcatgag aagaaaatcg atatgcagcc 1260 

ccagcaccga ttcatctcgg ataaagagaa gaaaatccct aggaggacat gttggtagaa 132 0 

tcattctgga aaacaaccat gtcattgaca cctattctag gattttattc cccattgtgt 1380 

atattttatt taatttgttt tactggggtg tatatgtatg aaggggaatt tcaaatgt 1438 



<210> 8 
<211> 466 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG54683 -03 



<400> 8 

Met Val Leu Ala Phe Gin Leu Val Ser Phe Thr Tyr lie Trp lie lie 
15 10 15 
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Leu Lys Pro Asn Val Cys Ala Ala Ser Asn lie Lys Met Thr His Gin 
20 25 30 

Arg Cys Ser Ser Ser Met Lys Gin Thr Cys Lys Gin Glu Thr Arg Met 
35 40 45 

Lys Lys Asp Asp Ser Thr Lys Ala Arg Pro Gin Lys Tyr Glu Gin Leu 
50 55 60 

Leu His lie Glu Asp Asn Asp Phe Ala Met Arg Pro Gly Phe Gly Gly 
65 70 75 80 

Ser Pro Val Pro Val Gly lie Asp Val His Val Glu Ser lie Asp Ser 
85 90 95 

lie Ser Glu Thr Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His 
100 105 110 

Tyr Trp Lys Asp Glu Arg Leu Ser Phe Pro Ser Thr Ala Asn Lys Ser 
115 120 125 

Met Thr Phe Asp His Arg Leu Thr Arg Lys lie Trp Val Pro Asp lie 
130 135 140 

Phe Phe Val His Ser Lys Arg Ser Phe lie His Asp Thr Thr Met Glu 
145 150 155 160 

Asn lie Met Leu Arg Val His Pro Asp Gly Asn Val Leu Leu Ser Leu 
165 170 175 

Arg lie Thr Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro 
180 185 190 

Leu Thr Gin Asn Cys Ser Leu Glu Leu Glu Ser Cys Ala Tyr Asn Glu 
195 200 205 

Asp Asp Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr 
210 215 220 

Glu Glu His Met Ser Leu Ser Gin Phe Phe lie Glu Asp Phe Ser Ala 
225 230 235 240 

Ser Ser Gly Leu Ala Phe Tyr Ser Ser Thr Gly Trp Tyr Asn Arg Leu 
245 250 255 

Phe lie Asn Phe Val Leu Arg Arg His Val Phe Phe Phe Val Leu Gin 
260 265 270 

Thr Tyr Phe Pro Ala lie Leu Met Val Met Leu Ser Trp Val Ser Phe 
275 280 285 

Trp lie Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly lie Thr 
290 295 300 



Thr Val Leu Thr Met Ser Thr lie lie Thr Ala Val Ser Ala Ser Met 
305 310 315 320 



11 

Pro Gin Val Ser Tyr Leu Lys Ala Val Asp Val Tyr Leu Trp Val Ser 
325 330 335 

Ser Leu Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr 
340 345 350 

Leu Thr Thr Val Glu Glu Arg Lys Gin Phe Lys Lys Thr Gly Lys Val 
355 360 365 

Ser Arg Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp Gly 
370 375 380 

Cys Tyr His Asp Ser Glu lie Asp Met Asp Gin Thr Ser Leu Ser Leu 
385 390 395 400 

Asn Ser Glu Asp Phe Met Arg Arg Lys Ser lie Cys Ser Pro Ser Thr 
405 410 415 

Asp Ser Ser Arg lie Lys Arg Arg Lys Ser Leu Gly Gly His Val Gly 
420 425 430 

Arg lie lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg lie 
435 440 445 

Leu Phe Pro lie Val Tyr lie Leu Phe Asn Leu Phe Tyr Trp Gly Val 
450 455 460 

Tyr Val 
465 



<210> 9 
<211> 4440 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
Z97832 B. 0.704 



<400> 9 

cacgagccgg 

tagctccagc 

acgcccgcgc 

ctgacaactg 

gcaagtctgg 

aggataatgc 

gctatgatgg 

ccgagggcaa 

actgccggga 

aaggaatgaa 

aggggggtat 

gtaaattgac 

gagacctgtg 

gtccactgca 

atagatgagt 

agct tcgaat 

gatatagacg 



cttccgccct 
catgggctcg 
cgcccagtac 
ccacatcgat 
ctacacaggg 
aggttgtgtg 
attccacctg 
cggcggctgt 
aggcttct tc 
ttgcatgaac 
tgcctgtgaa 
atgcaactat 
ctgtcaacaa 
cctgccctgt 
gccgcttaaa 
gcagttgcaa 
agtgt tcctt 



cccctggccg 
gggcgcgtac 
agcaaagccg 
gctatctgcc 
gacggcaaac 
catgactgtg 
gcacatgacg 
cagcagagct 
ctcagcgaca 
aagaaccacg 
tgccgtcctg 
ggtaacggcg 
cgggggctgt 
gggct tcatg 
caacgggggc 
gaaaggctat 
tgatcgaacc 



cgagaccggc 
ccgggctctg 
cgcaagatgt 
agaacacccc 
actgcaaaga 
tcaacatccc 
gacacaactg 
gtgtcaacat 
accagcatac 
gctgtgccca 
gctt tgagct 
gctgccagca 
gacagtaagt 
ctgcagccag 
tgtgaccata 
aagcttctca 
tgtgaccaca 



cccggcggct 
cctgcttgtc 
ggatgagtgt 
gaggtcatac 
cgtggatgag 
tggcaattac 
tctggatgtg 
gatgggcagc 
ctgtatccag 
catttgccgg 
taccaagaac 
cacgtgtgat 
gccatgatgc 
acaggaagac 
t ttgccgcaa 
t caatgagag 
tatgtgtcaa 



gggccgccag 
ctgctggtcc 
gtggagggga 
aagtgcatct 
tgcgagcgag 
cggtgtacct 
gacgagtgtg 
tatgagtgcc 
cggccagaag 
gagacaccca 
caacgggact 
gacacagagc 
agcgactggt 
gtgcaaagat 
cacagtgggc 
gaactgccag 
cacaccagga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 
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agcttccagt gtctctgcca tcgtggctac ctgttgtatg gtatcaccca ctgtggggat 1080 

gtggatgaat gcagcatcaa ccggggaggt tgccgctttg gctgcatcaa cactcctggc 1140 

agctaccagt gtacctgccc agcaggccag ggtcggctgc actggaatgg caaagattgc 1200 

acagagccac tgaagtgtca gggcagtcct ggggcctcga aagccatgct cagctgcaac 1260 

cggtctggca agaaggacac ctgtgccctg acctgtccct ccagggcccg atttttgcca 1320 

gaggctgcag tgctgtccat taaacaacgg gcctccttca agatcaagga tgccaaatgc 1380 

cgtttgcacc tgcgaaacaa aggcaaaaca gaggaggctg gcagaaccac agggccaggt 1440 

ggtgccccct gctctgaatg ccaggtcacc ttcatccacc ttaagtgtga ctcctctcgg 1500 

aagggcaagg gccgacgggc ccggacccct ccaggcaaag aggtcacaag gctcaccctg 1560 

gaactggagg cagaggtcag agccgaagaa accacagcca gctgtgggct gccctgcctc 1620 

cgacagcgaa tggaacggcg gctgaaagga tccctgaaga tgctcagaaa gtccatcaac 1680 

caggaccgct tcctgctgcg cctggcaggc cttgattatg agctggccca caagccgggc 1740 

ctggtagccg gggagcgagc agagccgatg gagtcctgta ggcccgggca gcaccgtgct 1800 

gggaccaagt gtgtcagctg cccgcaggga acgtattacc acggccagac ggagcagtgt 1860 

gtgccatgcc cagcgggcac cttccaggag agagaagggc agctctcctg cgacctttgc 1920 

cctgggagtg atgcccacgg gcctcttgga gccaccaacg tcaccacgtg tgcaggtcag 1980 

tgcccacctg gccaacactc tgtagatggg ttcaagccct gtcagccatg cccacgtggc 2040 

acctaccaac ctgaagcagg acggacccta tgcttccctt gtggtggggg cctcaccacc 2100 

aagcatgaag gggccatttc cttccaagac tgtgacacca aagtccagtg ctccccaggg 2160 

cactactaca acaccagcat ccaccgctgt attcgctgtg ccatgggctc ctatcagccc 2220 

gacttccgtc agaacttctg cagccgctgt ccaggaaaca caagcacaga ctttgatggc 2280 

tctaccagtg tggcccaatg caagaatcgt cagtgtggtg gggagctggg tgagttcact 2340 

ggctatattg agtcccccaa ctacccgggc aactacccag ctggtgtgga gtgcatctgg 2400 

aacatcaacc ccccacccaa gcgcaagatc cttatcgtgg taccagagat cttcctgcca 2460 

tctgaggatg agtgtgggga cgtcctcgtc atgagaaaga actcatcccc atcctccatt 2520 

accacttatg agacctgcca gacctacgag cgtcccattg ccttcactgc ccgttccagg 2580 

aagctctgga tcaacttcaa gacaagcgag gccaacagcg cccgtggctt ccagattccc 2640 

tatgttacct atgatgagga ctatgagcag ctggtagaag acattgtgcg agatggccgg 2700 

ctctatgcct ctgaaaacca ccaggagatt ttaaaggaca agaagctcat caaggccttc 2760 

tttgaggtgc tagcccaccc ccagaactac ttcaagtaca cagagaaaca caaggagatg 2820 

ctgccaaaat ccttcatcaa gctgctccgc tccaaagttt ccagcttcct gaggccctac 2880 

aaatagtaac cctaggctca gagacccaat tttttaagcc cccagactcc ttagccctca 2940 

gagccggcag ccccctaccc tcagacaagg aactctctcc tctctttttg gagggaaaaa 3000 

aaaatatcac tacacaaacc aggcactctc cctttctgtc tttctagttt cctttccttg 3060 

tctctctctg cctgcctctc tactgttccc ccttttctaa cacactacct agaaaagcca 3120 

ttcagtactg gctctagtcc ccgtgagatg taaagaaaca gtacagcccc ttccactgcc 3180 

cattttacca gctcacattc ccgaccccat cagcttggaa gggtgctaga ggcccatcaa 3240 

ggaagtgggt ctggtgggaa acggggaggg gaaagaaggg cttctgccat tatagggttg 3 3 00 

tgccttgcta gtcaggggcc aaaatgtccc ctggctctgc tccctagggt gattctaaca 3360 

gcccagggtc ctgccaaaga agcctttgat ttacaggctt aatgccagca ccagtcctct 3420 

ggggcacatg gtttgagctc tggacttccc acatggccag ctttcttgtc tatacagatc 3480 

ctctctttct ttccctacgt ctgcctgggg tctactccat aagggtttac aaatggccca 3540 

caacactgag ttagtggaca ccggctaaat gaggaagagc agcaggcatt gtcatggtga 3600 

atgccccgct gtagctccct gagagaaaga ctgtaactct gcaggacaga aacaaggttt 3660 

taaagcattg ccaaaaaaaa agaaaacaga aagaaaaaat gtatcatcta aaggtctaga 3720 

cacagaacaa ttggaagtca acttcaaaca ctaatccctt ttcttgtctt ccctggccca 3780 

gccacctcct cagccccatg tgatgctccc tgggggagcc ctactcccct tgctacatgt 3840 

tgtccttaaa catggttatt gacctgaagc cagcctaggc cttgccctac agttgttttt 3900 

cccttgtagc cccagctggc ttgtgggctt caccaaagag gaccccactc tgaagccagc 3960 

ctggagccac ctacctctgg cctcaggctg tgggcagcaa aaggaatgtg tgtgcacttg 4020 

gcgagcctcc tgcccaccct gtccacacct aataagtgca atcattttga gtctttctat 4080 

gttgtctaga cggaggggtt tttgttttct gggtttgttt tttgtttttg tttcttcttc 4140 

ctctattagc aaaaccctat ttatagctgc ccaagagaaa agagtgtatg tttggagtgg 4200 

aagaaaatcg gttttgaatc tcatgaacct tgagtgctgg agcatctgat ctgtctctat 4260 

gccaccactg gccacctaga gcccttggct gtggtaatcc agggtaattg cgcagaggca 4320 

tctgatgtgt aggaaagtaa ttctggggat ttgatggagc agaaaggaga gagacctatg 4380 

tttgctaaac caatcttgct atccctatgc ctctccatgg agtcagtgtg gacctcatga 4440 



13 



<210> 10 
<211> 735 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
Z97832_B. 0 . 704 

<400> 10 

Met Val Thr Ala Ala Ala Ser Thr Arg Val Met Thr Gin Ser Glu Thr 
15 10 15 

Cys Ala Val Asn Asn Gly Gly Cys Asp Ser Lys Cys His Asp Ala Ala 
20 25 30 

Thr Gly Val His Cys Thr Cys Pro Val Gly Phe Met Leu Gin Pro Asp 
35 40 45 

Arg Lys Thr Cys Lys Asp lie Asp Glu Cys Arg Leu Asn Asn Gly Gly 
50 55 60 

Cys Asp His lie Cys Arg Asn Thr Val Gly Ser Phe Glu Cys Ser Cys 
65 70 75 80 

Lys Lys Gly Tyr Lys Leu Leu lie Asn Glu Arg Asn Cys Gin Asp lie 
85 90 95 

Asp Glu Cys Ser Phe Asp Arg Thr Cys Asp His lie Cys Val Asn Thr 
100 105 110 

Pro Gly Ser Phe Gin Cys Leu Cys His Arg Gly Tyr Leu Leu Tyr Gly 
115 120 125 

He Thr His Cys Gly Asp Val Asp Glu Cys Ser He Asn Arg Gly Gly 
130 135 140 

Cys Arg Phe Gly Cys He Asn Thr Pro Gly Ser Tyr Gin Cys Thr Cys 
145 150 155 160 

Pro Ala Gly Gin Gly Arg Leu His Trp Asn Gly Lys Asp Cys Thr Glu 
165 170 175 

Pro Leu Lys Cys Gin Gly Ser Pro Gly Ala Ser Lys Ala Met Leu Ser 
180 185 190 

Cys Asn Arg Ser Gly Lys Lys Asp Thr Cys Ala Leu Thr Cys Pro Ser 
195 200 205 

Arg Ala Arg Phe Leu Pro Glu Ala Ala Val Leu Ser He Lys Gin Arg 
210 215 220 

Aia Ser Phe Lys He Lys Asp Ala Lys Cys Arg Leu His Leu Arg Asn 
225 230 235 240 



Lys Gly Lys Thr Glu Glu Ala Gly Arg Thr Thr Gly Pro Gly Gly Ala 
245 250 255 
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Pro Cys Ser Glu Cys Gin Val Thr Phe lie His Leu Lys Cys Asp Ser 
260 265 270 

Ser Arg Lys Gly Lys Gly Arg Arg Ala Arg Thr Pro Pro Gly Lys Glu 
275 280 285 

Val Thr Arg Leu Thr Leu Glu Leu Glu Ala Glu Val Arg Ala Glu Glu 
290 295 300 

Thr Thr Ala Ser Cys Gly Leu Pro Cys Leu Arg Gin Arg Met Glu Arg 
305 310 315 320 

Arg Leu Lys Gly Ser Leu Lys Met Leu Arg Lys Ser lie Asn Gin Asp 
325 330 335 

Arg Phe Leu Leu Arg Leu Ala Gly Leu Asp Tyr Glu Leu Ala His Lys 
340 345 350 

Pro Gly Leu Val Ala Gly Glu Arg Ala Glu Pro Met Glu Ser Cys Arg 
355 360 365 

Pro Gly Gin His Arg Ala Gly Thr Lys Cys Val Ser Cys Pro Gin Gly 
370 375 380 

Thr Tyr Tyr His Gly Gin Thr Glu Gin Cys Val Pro Cys Pro Ala Gly 
385 390 395 400 

Thr Phe Gin Glu Arg Glu Gly Gin Leu Ser Cys Asp Leu Cys Pro Gly 
405 410 415 

Ser Asp Ala His Gly Pro Leu Gly Ala Thr Asn Val Thr Thr Cys Ala 
420 425 430 

Gly Gin Cys Pro Pro Gly Gin His Ser Val Asp Gly Phe Lys Pro Cys 
435 440 445 

Gin Pro Cys Pro Arg Gly Thr Tyr Gin Pro Glu Ala Gly Arg Thr Leu 
450 455 460 

Cys Phe Pro Cys Gly Gly Gly Leu Thr Thr Lys His Glu Gly Ala lie 
465 470 475 480 

Ser Phe Gin Asp Cys Asp Thr Lys Val Gin Cys Ser Pro Gly His Tyr 
485 490 495 

Tyr Asn Thr Ser lie His Arg Cys lie Arg Cys Ala Met Gly Ser Tyr 
500 505 510 

Gin Pro Asp Phe Arg Gin Asn Phe Cys Ser Arg Cys Pro Gly Asn Thr 
515 520 525 

Ser Thr Asp Phe Asp Gly Ser Thr Ser Val Ala Gin Cys Lys Asn Arg 
530 535 540 



Gin Cys Gly Gly Glu Leu Gly Glu Phe Thr Gly Tyr lie Glu Ser Pro 
545 550 555 560 
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Asn Tyr Pro Gly Asn Tyr Pro Ala Gly Val Glu Cys lie Trp Asn lie 
565 570 575 

Asn Pro Pro Pro Lys Arg Lys lie Leu lie Val Val Pro Glu lie Phe 
580 585 590 

Leu Pro Ser Glu Asp Glu Cys Gly Asp Val Leu Val Met Arg Lys Asn 
595 600 605 

Ser Ser Pro Ser Ser lie Thr Thr Tyr Glu Thr Cys Gin Thr Tyr Glu 
610 615 620 

Arg Pro lie Ala Phe Thr Ala Arg Ser Arg Lys Leu Trp lie Asn Phe 
625 630 635 640 

Lys Thr Ser Glu Ala Asn Ser Ala Arg Gly Phe Gin lie Pro Tyr Val 
645 650 655 

Thr Tyr Asp Glu Asp Tyr Glu Gin Leu Val Glu Asp lie Val Arg Asp 
660 665 670 

Gly Arg Leu Tyr Ala Ser Glu Asn His Gin Glu lie Leu Lys Asp Lys 
675 680 685 

Lys Leu lie Lys Ala Phe Phe Glu Val Leu Ala His Pro Gin Asn Tyr 
690 695 700 

Phe Lys Tyr Thr Glu Lys His Lys Glu Met Leu Pro Lys Ser Phe lie 
705 710 715 720 

Lys Leu Leu Arg Ser Lys Val Ser Ser Phe Leu Arg Pro Tyr Lys 
725 730 735 



<210> 11 
<211> 4821 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
Z97832 B . 0 .707 



<400> 11 

tcatgaggtc 

cataggtctc 

tgcctctgcg 

atagagacag 

ccactccaaa 

gaagaagaaa 

atagaaagac 

caagtgcaca 

gctggct tea 

aaaaacaact 

acatgtagca 

tgggccaggg 

tctagacct t 

aaacct tgt t 



cacactgact 
tctcctttct 
caattaccct 
ateagatget 
catacactct 
caaaaacaaa 
tcaaaatgat 
cacattcctt 
gagtggggtc 
gtagggcaag 
a 9999 a 9tag 
aagacaagaa 
tagatgatac 
tctgtcctgc 



ccatggagag 
get ccatcaa 
ggat taccac 
ccagcactca 
ttt ctcttgg 
aaacaaaccc 
tgcacttatt 
ttgctgccca 
ctctt tggtg 
gectaggctg 
ggctccccca 
aagggattag 
attttttctt 
agagt tacag 



gcatagggat 
atccccagaa 
agecaaggge 
aggttcatga 
gcagctataa 
agaaaacaaa 
a 99tgtggac 
cagectgagg 
aagcccacaa 
gcttcaggtc 
gggagcatca 
tgtttgaagt 
tctgttttct 
tctttctctc 



agcaagattg 
ttactttcct 
tctaggtggc 
gattcaaaac 
atagggtt tt 
aacccctccg 
a 999tgggca 
ccagaggtag 
gccagctggg 
aataaccatg 
catggggctg 
tgact tccaa 
ttttttttgg 
agggagctac 



gtttagcaaa 
acacatcaga 
cagtggtggc 
cgattttctt 
gctaatagag 
tctagacaac 
ggaggctege 
gtggctccag 
gctacaaggg 
tttaaggaca 
aggaggtggc 
ttgttctgtg 
caatgettta 
ageggggcat 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 
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tcaccatgac aatgcctgct gctcttcctc atttagccgg tgtccactaa ctcagtgttg 900 
tgggccattt gtaaaccctt atggagtaga ccccaggcag acgtagggaa agaaagagag 960 
gatctgtata gacaagaaag ctggccatgt gggaagtcca gagctcaaac catgtgcccc 1020 
a 9 a 9g act gg tgctggcatt aagcctgtaa atcaaaggct tctttggcag gaccctgggc 1080 
tgttagaatc accctaggga gcagagccag gggacatttt ggcccctgac tagcaaggca 1140 
caaccctata atggcagaag cccttctttc ccctccccgt ttcccaccag acccacttcc 1200 
ttgatgggcc tctagcaccc ttccaagctg atggggtcgg gaatgtgagc tggtaaaatg 1260 
ggcagtggaa ggggctgtac tgtttcttta catctcacgg ggactagagc cagtactgaa 1320 
tggcttttct aggtagtgtg ttagaaaagg gggaacagta gagaggcagg cagagagaga 1380 
caaggaaagg aaactagaaa gacagaaagg gagagtgcct ggtttgtgta gtgatatttt 1440 
tttttccctc caaaaagaga ggagagagtt ccttgtctga gggtaggggg ctgccggctc 1500 
tgagggctaa ggagtctggg ggcttaaaaa attgggtctc tgagcctagg gttactattt 1560 
gtagggcctc aggaagctgg aaactttgga gcggagcagc ttgatgaagg attttggcag 1620 
catctccttg tgtttctctg tgtacttgaa gtagttctgg gggtgggcta gcacctcaaa 1680 
gaaggccttg atgagcttct tgtcctttaa aatctcctgg tggttttcag aggcatagag 1740 
ccggccatct cgcacaatgt cttctaccag ctgctcatag tcctcatcat aggtaacata 1800 
gggaatctgg aagccacggg cgctgttggc ctcgcttgtc ttgaagttga tccagagctt 1860 
cctggaacgg gcagtgaagg caatgggacg ctcgtaggtc tggcaggtct cataagtggt 1920 
aatggaggat ggggatgagt tctttctcat gacgaggacg tccccacact catcctcaga 1980 
tggcaggaag atctctggta ccacgataag gatcttgcgc ttgggtgggg ggttgatgtt 2040 
ccagatgcac tccacaccag ctgggtagtt gcccgggtag ttgggggact caatatagcc 2100 
agtgaactca cccagctccc caccacactg acgattcttg cattgggcca cactggtaga 2160 
gccatcaaag tctgtgcttg tgtttcctgg acagcggctg cagaagttct gacggaagtc 2220 
gggctgatag gagcccatgg cacagcgaat acagcggtgg atgctggtgt tgtagtagtg 2280 
ccctggggag cactggactt tggtgtcaca gtcttggaag gaaatggccc cttcatgctt 2340 
ggtggtgagg cccccaccac aagggaagca tagggtccgt cctgcttcag gttggtaggt 2400 
gccacgtggg catggctgac agggcttgaa cccatctaca gagtgttggc caggtgggca 2460 
ctgacctgca cacgtggtga cgttggtggc tccaagaggc ccgtgggcat cactcccagg 252 0 
gcaaaggtcg caggagagct gcccttctct ctcctggaag gtgcccgctg ggcatggcac 2530 
acactgctcc gtctggccgt ggtaatacgt tccctgcggg cagctgacac acttggtccc 2640 
agcacggtgc tgcccgggcc tacaggactc catcggctct gctcgctccc cggctaccag 2700 
gcccggcttg tgggccagct cataatcaag gcctgccagg cgcagcagga agcggtcctg 2760 
gttgatggac tttctgagca tcttcaggga tcctttcagc cgccgttcca ttcgctgtcg 2820 
gaggcagggc agcccacagc tggctgtggt ttcttcggct ctgacctctg cctccagttc 2880 
cagggtgagc cttgtgacct ctttgcctgg aggggtccgg gcccgtcggc ccttgccctt 2 940 
ccgagaggag tcacacttaa ggtggatgaa ggtgacctgg cattcagagc agggggcacc 3000 
acctggccct gtggttctgc cagcctcctc tgttttgcct ttgtttcgca ggtgcaaacg 3060 
gcatttggca tccttgatct tgaaggaggc ccgttgttta atggacagca ctgcagcctc 3 120 
tggcaaaaat cgggccctgg agggacaggt cagggcacag gtgtccttct tgccagaccg 3 180 
gttgcagctg agcatggctt tcgaggcccc aggactgccc tgacacttca gtggctctgt 3240 
gcaatctttg ccattccagt gcagccgacc ctggcctgct gggcaggtac actggtagct 3 300 
gccaggagtg ttgatgcagc caaagcggca acctccccgg ttgatgctgc attcatccac 3360 
atccccacag tgggtgatac catacaacag gtagccacga tggcagagac actggaagct 3420 
tcctggtgtg ttgacacata tgtggtcaca ggttcgatca aaggaacact cgtctatatc 3480 
ctggcagttc ctctcattga tgagaagctt atagcctttc ttgcaactgc attcgaagct 3540 
gcccactgtg ttgcggcaaa tatggtcaca gcccccgttg tttaagcggc actcatctat 3600 
atctttgcac gtcttcctgt ctggctgcag catgaagccc acagggcagg tgcagtggac 3660 
accagtcgct gcatcatggc acttactgtc acagcccccg ttgttgacag cacaggtctc 3720 
attagaaacg gcttgagtgg ggatgtgctg ctctagccgc ctttccccga tgcatgtctt 3780 
cccgtcggta tggagcacaa acttgatatg gcagccgcac cggggaccct gctctgtgtc 3840 
atcacacgtg tgctggcagc cgccgttacc atagttgcat gtcaatttac agtcccgttg 3900 
gttcttggta agctcaaagc caggacggca ttcacaggca atacccccct tgggtgtctc 3 960 
ccggcaaatg tgggcacagc cgtggttctt gttcatgcaa ttcattcctt cttctggccg 4020 
ctggatacag gtatgctggt tgtcgctgag gaagaagcct tcccggcagt ggcactcata 4080 
gctgcccatc atgttgacac agctctgctg acagccgccg ttgccctcgg cacactcgtc 4 140 
cacatccaga cagttgtgtc cgtcatgtgc caggtggaat ccatcatagc aggtacaccg 4200 
gtaattgcca gggatgttga cacagtcatg cacacaacct gcattatcct ctcgctcgca 4260 
ctcatccacg tctttgcagt gtttgccgtc ccctgtgtag ccagacttgc agatgcactt 4320 
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gtatgacctc ggggtgttct ggcagatagc atcgatgtgg cagttgtcag tcccctccac 4380 

acactcatcc acatctggca ggggcagagg gggcacatga gaacctctgt tggcacctct 4440 

taaggggtgt cttgaaggtg ggcttccaag ggcagaatcc cctcttctct aaaacagagg 4500 

cagtgacccc ctccagaaac aggtgctgtc tcacatctct ctgatttcag agtaggcaga 4560 

cactgatttt gggaattcag aaggaacccc cactgccctc aaaaatacta aattcacagt 4620 

gacagctaaa actccatcat tcgaaacact ccttttttta tttgaaaaca aacaaaaaac 4680 

ccttagagtg ggtagtacac ttaacttgat taggaataat caacttaaag tgaatgagtt 4740 

tacggagaag gcttagaggg aaagttaagg gaaaaggcat gggaacagtg gtctctggga 4800 

aggtggcagg gtccagcaat c 4821 



<210> 12 
<211> 845 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
Z97832_B . 0 . 707 

<400> 12 

Met Met Gly Ser Tyr Glu Cys His Cys Arg Glu Gly Phe Phe Leu Ser 
15 10 15 

Asp Asn Gin His Thr Cys lie Gin Arg Pro Glu Glu Gly Met Asn Cys 
20 25 30 

Met Asn Lys Asn His Gly Cys Ala His lie Cys Arg Glu Thr Pro Lys 
35 40 45 

Gly Gly lie Ala Cys Glu Cys Arg Pro Gly Phe Glu Leu Thr Lys Asn 
50 55 60 

Gin Arg Asp Cys Lys Leu Thr Cys Asn Tyr Gly Asn Gly Gly Cys Gin 
65 70 75 80 

His Thr Cys Asp Asp Thr Glu Gin Gly Pro Arg Cys Gly Cys His lie 
85 90 95 

Lys Phe Val Leu His Thr Asp Gly Lys Thr Cys lie Gly Glu Arg Arg 
100 105 110 

Leu Glu Gin His lie Pro Thr Gin Ala Val Ser Asn Glu Thr Cys Ala 
115 120 125 

Val Asn Asn Gly Gly Cys Asp Ser Lys Cys His Asp Ala Ala Thr Gly 
130 135 140 

Val His Cys Thr Cys Pro Val Gly Phe Met Leu Gin Pro Asp Arg Lys 
145 150 155 160 

Thr Cys Lys Asp lie Asp Glu Cys Arg Leu Asn Asn Gly Gly Cys Asp 
165 170 175 



His lie Cys Arg Asn Thr Val Gly Ser Phe Glu Cys Ser Cys Lys Lys 
180 185 190 



Gly Tyr Lys Leu Leu lie Asn Glu Arg Asn Cys Gin Asp lie Asp Glu 
195 200 205 

Cys Ser Phe Asp Arg Thr Cys Asp His lie Cys Val Asn Thr Pro Gly 
210 215 220 

Ser Phe Gin Cys Leu Cys His Arg Gly Tyr Leu Leu Tyr Gly lie Thr 
225 230 235 240 

His Cys Gly Asp Val Asp Glu Cys Ser lie Asn Arg Gly Gly Cys Arg 
245 250 255 

Phe Gly Cys lie Asn Thr Pro Gly Ser Tyr Gin Cys Thr Cys Pro Ala 
260 265 270 

Gly Gin Gly Arg Leu His Trp Asn Gly Lys Asp Cys Thr Glu Pro Leu 
275 280 285 

Lys Cys Gin Gly Ser Pro Gly Ala Ser Lys Ala Met Leu Ser Cys Asn 
290 295 300 

Arg Ser Gly Lys Lys Asp Thr Cys Ala Leu Thr Cys Pro Ser Arg Ala 
305 310 315 320 

Arg Phe Leu Pro Glu Ala Ala Val Leu Ser lie Lys Gin Arg Ala Ser 
325 330 335 

Phe Lys lie Lys Asp Ala Lys Cys Arg Leu His Leu Arg Asn Lys Gly 
340 345 350 

Lys Thr Glu Glu Ala Gly Arg Thr Thr Gly Pro Gly Gly Ala Pro Cys 
355 360 365 

Ser Glu Cys Gin Val Thr Phe lie His Leu Lys Cys Asp Ser Ser Arg 
370 375 380 

Lys Gly Lys Gly Arg Arg Ala Arg Thr Pro Pro Gly Lys Glu Val Thr 
385 390 395 400 

Arg Leu Thr Leu Glu Leu Glu Ala Glu Val Arg Ala Glu Glu Thr Thr 
405 410 415 

Ala Ser Cys Gly Leu Pro Cys Leu Arg Gin Arg Met Glu Arg Arg Leu 
420 425 430 

Lys Gly Ser Leu Lys Met Leu Arg Lys Ser lie Asn Gin Asp Arg Phe 
435 440 445 

Leu Leu Arg Leu Ala Gly Leu Asp Tyr Glu Leu Ala His Lys Pro Gly 
450 455 460 

Leu Val Ala Gly Glu Arg Ala Glu Pro Met Glu Ser Cys Arg Pro Gly 
465 470 475 480 



Gin His Arg Ala Gly Thr Lys Cys Val Ser Cys Pro Gin Gly Thr Tyr 
485 490 495 
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Tyr His Gly Gin Thr Glu Gin Cys Val Pro Cys Pro Ala Gly Thr Phe 
500 505 510 

Gin Glu Arg Glu Gly Gin Leu Ser Cys Asp Leu Cys Pro Gly Ser Asp 
515 520 525 

Ala His Gly Pro Leu Gly Ala Thr Asn Val Thr Thr Cys Ala Gly Gin 
530 535 540 

Cys Pro Pro Gly Gin His Ser Val Asp Gly Phe Lys Pro Cys Gin Pro 
545 550 555 560 

Cys Pro Arg Gly Thr Tyr Gin Pro Glu Ala Gly Arg Thr Leu Cys Phe 
565 570 575 

Pro Cys Gly Gly Gly Leu Thr Thr Lys His Glu Gly Ala lie Ser Phe 
580 585 590 

Gin Asp Cys Asp Thr Lys Val Gin Cys Ser Pro Gly His Tyr Tyr Asn 
595 600 605 

Thr Ser lie His Arg Cys lie Arg Cys Ala Met Gly Ser Tyr Gin Pro 
610 615 620 

Asp Phe Arg Gin Asn Phe Cys Ser Arg Cys Pro Gly Asn Thr Ser Thr 
625 630 635 640 

Asp Phe Asp Gly Ser Thr Ser Val Ala Gin Cys Lys Asn Arg Gin Cys 
64 5 650 655 

Gly Gly Glu Leu Gly Glu Phe Thr Gly Tyr lie Glu Ser Pro Asn Tyr 
660 665 670 

Pro Gly Asn Tyr Pro Ala Gly Val Glu Cys lie Trp Asn lie Asn Pro 
675 680 685 

Pro Pro Lys Arg Lys lie Leu lie Val Val Pro Glu lie Phe Leu Pro 
690 695 700 

Ser Glu Asp Glu Cys Gly Asp Val Leu Val Met Arg Lys Asn Ser Ser 
705 710 715 720 

Pro Ser Ser lie Thr Thr Tyr Glu Thr Cys Gin Thr Tyr Glu Arg Pro 
725 730 735 

lie Ala Phe Thr Ala Arg Ser Arg Lys Leu Trp lie Asn Phe Lys Thr 
740 745 750 

Ser Glu Ala Asn Ser Ala Arg Gly Phe Gin lie Pro Tyr Val Thr Tyr 
755 760 765 

Asp Glu Asp Tyr Glu Gin Leu Val Glu Asp lie Val Arg Asp Gly Arg 
770 775 780 

Leu Tyr Ala Ser Glu Asn His Gin Glu lie Leu Lys Asp Lys Lys Leu 
785 790 795 800 



lie Lys Ala Phe 



Tyr Thr Glu Lys 
820 

Leu Arg Ser Lys 
835 




Phe Glu Val Leu 
805 

His Lys Glu Met 



Val Ser Ser Phe 
840 
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Ala His Pro Gin 
810 

Leu Pro Lys Ser 
825 

Leu Arg Pro Tyr 




Asn Tyr Phe Lys 
815 

Phe lie Lys Leu 
830 

Lys 
845 



< 2 1 0 > 13 

<211> 4550 

<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
Z97832 B 1 



<400> 13 

cacgagccgg 

tagctccagc 

acgcccgcgc 

ctgacaactg 

gcaagtctgg 

aggataatgc 

gctatgatgg 

ccgagggcaa 

actgccggga 

aaggaatgaa 

aggggggtat 

gtaaattgac 

agggtccccg 

tcggggaaag 

ctgtcaacaa 

cctgccctgt 

gccgcttaaa 

gcagttgcaa 

agtgttcctt 

gtctctgcca 

gcagcat caa 

gtacctgccc 

tgaagtgtca 

agaaggacac 

tgctgtccat 

tgcgaaacaa 

gctctgaatg 

gccgacgggc 

cagaggtcag 

tggaacggcg 

tcctgctgcg 

gggagcgagc 

gtgtcagctg 

cagcgggcac 

atgcccacgg 

gccaacactc 

ctgaagcagg 

gggccatttc 



cttccgccct 
catgggctcg 
cgcccagtac 
ccacatcgat 
ctacacaggg 
aggttgtgtg 
attccacctg 
cggcggctgt 
aggcttcttc 
ttgcatgaac 
tgcctgtgaa 
atgcaactat 
gtgcggctgc 
gcggctagag 
cgggggctgt 
gggct tcatg 
caacgggggc 
gaaaggctat 
tgatcgaacc 
tcgtggctac 
ccggggaggt 
agcaggccag 
gggcagtcct 
ctgtgccctg 
taaacaacgg 
aggcaaaaca 
ccaggtcacc 
ccggacccct 
agccgaagaa 
gctgaaagga 
cctggcaggc 
agagccgatg 
cccgcaggga 
cttccaggag 
gcctcttgga 
tgtagatggg 
acggacccta 
cttccaagac 



cccctggccg 
gggcgcgtac 
agcaaagccg 
gctatctgcc 
gacggcaaac 
catgactgtg 
gcacatgacg 
cagcagagct 
ctcagcgaca 
aagaaccacg 
tgccgtcctg 
ggtaacggcg 
catatcaagt 
cagcacatcc 
gacagtaagt 
ctgcagccag 
tgtgaccata 
aagcttctca 
tgtgaccaca 
ctgttgtatg 
tgccgctttg 
ggtcggctgc 
ggggcctcga 
acctgtccc t 
gcctccttca 
gaggaggctg 
ttcatccacc 
ccaggcaaag 
accacagcca 
tccctgaaga 
ct tgattatg 
gagtcctgta 
acgtattacc 
agagaagggc 
gccaccaacg 
t t caagccct 
tgcttccct t 
tgtgacacca 



cgagaccggc 
ccgggctctg 
cgcaagatgt 
agaacacccc 
actgcaaaga 
tcaacatccc 
gacacaactg 
gtgtcaacat 
accagcatac 
gctgtgccca 
get ttgagct 
gctgccagca 
t tgtgctcca 
ccactcaagc 
gecatgatge 
acaggaagac 
tttgccgcaa 
tcaatgagag 
tatgtgtcaa 
gtatcaccca 
getgeatcaa 
actggaatgg 
aagecatget 
ccagggcccg 
agatcaagga 
gcagaaccac 
ttaagtgtga 
aggtcacaag 
gctgtgggct 
tgctcagaaa 
agctggccca 
ggcccgggca 
acggccagac 
agctctcctg 
tcaccacgtg 
gt cagecatg 
gtggtggggg 
aagtccagtg 



cccggcggct 
cctgcttgtc 
ggatgagtgt 
gaggtcatac 
cgtggatgag 
tggcaattac 
tctggatgtg 
gatgggcagc 
ct gtatccag 
catttgeegg 
taccaagaac 
cacgtgtgat 
taccgaeggg 
cgt t tctaat 
agcgactggt 
gtgeaaagat 
cacagtgggc 
gaactgccag 
cacaccagga 
ctgtggggat 
cactcctggc 
caaagattgc 
cagctgcaac 
atttttgeca 
tgccaaatgc 
agggecaggt 
ctcctctcgg 
gctcaccctg 
gccctgcctc 
gtccatcaac 
caagccgggc 
gcaccgtgct 
ggagcagtgt 
cgacctttgc 
tgcaggtcag 
cccacgtggc 
cctcaccacc 
ctccccaggg 



gggccgccag 
ctgctggtcc 
gtggagggga 
aagtgcatct 
tgegagegag 
cggtgtacct 
gacgagtgtg 
tatgagtgee 
eggecagaag 
gagacaccca 
caaegggact 
gacacagagc 
aagacatgea 
gagacctgtg 
gtccactgca 
atagatgagt 
agcttcgaat 
gatatagacg 
agcttccagt 
gtggatgaat 
agctaccagt 
acagagccac 
eggtctggea 
gaggctgeag 
cgtttgcacc 
ggtgccccct 
aagggcaagg 
gaactggagg 
egacagegaa 
caggaccgct 
ctggtagccg 
gggaccaagt 
gtgccatgcc 
cctgggagtg 
tgcccacctg 
acctaccaac 
aagcatgaag 
cactactaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2 2 2 0 

2280 
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acaccagcat 
agaact tctg 
tggcccaatg 
agtcccccaa 
ccccacccaa 
agtgtgggga 
agacctgcca 
tcaacttcaa 
atgatgagga 
ctgaaaacca 
tagcccaccc 
ccttcatcaa 
cctaggctca 
ccccctaccc 
tacacaaacc 
cctgcctctc 
gctctagtcc 
gctcacat tc 
ctggtgggaa 
gtcaggggcc 
ctgccaaaga 
gt ttgagctc 
ttccctacgt 
ttagtggaca 
gtagctccct 
ccaaaaaaaa 
ttggaagtca 
cagccccatg 
catggttat t 
cccagc tggc 
ctacctctgg 
tgcccaccct 
cggaggggtt 
aaaaccctat 
gt tttgaatc 
gccacctaga 
aggaaagtaa 
caatct tgct 



ccaccgctgt 
cagccgctgt 
caagaatcgt 
ctacccgggc 
gcgcaagatc 
cgtcctcgtc 
gacctacgag 
gacaagcgag 
ctatgagcag 
ccaggagatt 
ccagaactac 
gctgctccgc 
gagacccaat 
tcagacaagg 
aggcactctc 
tactgttccc 
ccgtgagatg 
ccgaccccat 
acggggaggg 
aaaatgtccc 
agcct ttgat 
tggacttccc 
ctgcctgggg 
ccggctaaat 
gagagaaaga 
agaaaacaga 
acttcaaaca 
tgatgctccc 
gacctgaagc 
t tgtgggctt 
cctcaggctg 
gtccacacct 
tttgttttct 
ttatagctgc 
tcatgaacct 
gccct tggct 
ttctggggat 
atccctatgc 



attcgctgtg 
ccaggaaaca 
cagtgtggtg 
aactacccag 
cttatcgtgg 
atgagaaaga 
cgtcccattg 
gccaacagcg 
ctggtagaag 
ttaaaggaca 
ttcaagtaca 
tccaaagtt t 
tttt taagcc 
aactctctcc 
cct ttctgtc 
ccttttctaa 
taaagaaaca 
cagct tggaa 
gaaagaaggg 
ctggctctgc 
ttacaggctt 
acatggccag 
tctactccat 
gaggaagagc 
ctgtaactct 
aagaaaaaat 
ctaatccct t 
tgggggagcc 
cagcctaggc 
caccaaagag 
tgggcagcaa 
aataagtgca 
gggtttgttt 
ccaagagaaa 
tgagtgctgg 
gtggtaatcc 
ttgatggagc 
ctctccatgg 



ccatgggctc 
caagcacaga 
gggagctggg 
ctggtgtgga 
taccagagat 
actcatcccc 
cct tcactgc 
cccgtggctt 
acattgtgcg 
agaagctcat 
cagagaaaca 
ccagcttcct 
cccagactcc 
tctctttttg 
tttctagttt 
cacactacct 
gtacagcccc 
gggtgctaga 
cttctgccat 
tccctagggt 
aatgccagca 
ctttcttgtc 
aagggtttac 
agcaggcatt 
gcaggacaga 
gtatcatcta 
ttcttgtctt 
ctactcccct 
cttgccctac 
gaccccactc 
aaggaatgtg 
atcattttga 
tttgtttttg 
agagtgtatg 
agcatctgat 
agggtaattg 
agaaaggaga 
agtcagtgtg 



ctatcagccc 
ct t tgatggc 
tgagttcact 
gtgcatctgg 
cttcctgcca 
atcctccatt 
ccgt tccagg 
ccagat tccc 
agatggccgg 
caaggccttc 
caaggagatg 
gaggccctac 
t tagccctca 
gagggaaaaa 
cct ttccttg 
agaaaagcca 
ttccactgcc 
ggcccatcaa 
tatagggttg 
gattctaaca 
ccagtcct ct 
tatacagatc 
aaatggccca 
gtcatggtga 
aacaaggttt 
aaggtctaga 
ccctggccca 
tgctacatgt 
agttgttttt 
tgaagccagc 
tgtgcact tg 
gtct ttctat 
tttcttcttc 
tttggagtgg 
ctgtctctat 
cgcagaggca 
gagacctatg 
gacctcatga 



gacttccgtc 
tctaccagtg 
ggctatattg 
aacatcaacc 
tctgaggatg 
accacttatg 
aagctctgga 
tatgttacct 
ctctatgcct 
t ttgaggtgc 
ctgccaaaat 
aaatagtaac 
gagccggcag 
aaaatatcac 
tctctctctg 
ttcagtactg 
cattttacca 
ggaagtgggt 
tgccttgcta 
gcccagggtc 
ggggcacatg 
ctctctttct 
caacactgag 
atgccccgct 
taaagcattg 
cacagaacaa 
gccacctcct 
tgtccttaaa 
cccttgtagc 
ctggagccac 
gcgagcctcc 
gttgtctaga 
ctctat tagc 
aagaaaatcg 
gccaccactg 
tctgatgtgt 
tttgctaaac 



2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4440 
4500 
4550 



<210> 14 
<211> 974 
<2 12 > PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
Z97832_B_1 

<400> 14 

Met Gly Ser Gly Arg Val Pro Gly Leu Cys Leu Leu Val Leu Leu Val 
15 10 15 

His Ala Arg Ala Ala Gin Tyr Ser Lys Ala Ala Gin Asp Val Asp Glu 
20 25 30 



Cys Val Glu Gly Thr Asp Asn Cys His lie Asp Ala lie Cys Gin Asn 
35 40 45 
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Thr Pro Arg Ser Tyr Lys Cys lie Cys Lys Ser Gly Tyr Thr Gly Asp 
50 55 60 

Gly Lys His Cys Lys Asp Val Asp Glu Cys Glu Arg Glu Asp Asn Ala 
65 70 75 80 

Gly Cys Val His Asp Cys Val Asn lie Pro Gly Asn Tyr Arg Cys Thr 
85 90 95 

Cys Tyr Asp Gly Phe His Leu Ala His Asp Gly His Asn Cys Leu Asp 
100 105 110 

Val Asp Glu Cys Ala Glu Gly Asn Gly Gly Cys Gin Gin Ser Cys Val 
115 120 125 

Asn Met Met Gly Ser Tyr Glu Cys His Cys Arg Glu Gly Phe Phe Leu 
130 135 140 

Ser Asp Asn Gin His Thr Cys lie Gin Arg Pro Glu Glu Gly Met Asn 
145 150 155 160 

Cys Met Asn Lys Asn His Gly Cys Ala His lie Cys Arg Glu Thr Pro 
165 170 175 

Lys Gly Gly lie Ala Cys Glu Cys Arg Pro Gly Phe Glu Leu Thr Lys 
180 185 190 

Asn Gin Arg Asp Cys Lys Leu Thr Cys Asn Tyr Gly Asn Gly Gly Cys 
195 200 205 

Gin His Thr Cys Asp Asp Thr Glu Gin Gly Pro Arg Cys Gly Cys His 
210 215 220 

lie Lys Phe Val Leu His Thr Asp Gly Lys Thr Cys lie Gly Glu Arg 
225 230 235 240 

Arg Leu Glu Gin His lie Pro Thr Gin Ala Val Ser Asn Glu Thr Cys 
245 250 255 

Ala Val Asn Asn Gly Gly Cys Asp Ser Lys Cys His Asp Ala Ala Thr 
260 265 270 

Gly Val His Cys Thr Cys Pro Val Gly Phe Met Leu Gin Pro Asp Arg 
275 280 285 

Lys Thr Cys Lys Asp lie Asp Glu Cys Arg Leu Asn Asn Gly Gly Cys 
290 295 300 

Asp His lie Cys Arg Asn Thr Val Gly Ser Phe Glu Cys Ser Cys Lys 
305 310 315 320 

Lys Gly Tyr Lys Leu Leu lie Asn Glu Arg Asn Cys Gin Asp lie Asp 
325 330 335 



Glu Cys Ser Phe Asp Arg Thr Cys Asp His lie Cys Val Asn Thr Pro 
340 345 350 
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Gly Ser Phe Gin Cys Leu Cys His Arg Gly Tyr Leu Leu Tyr Gly lie 
355 360 365 

Thr His Cys Gly Asp Val Asp Glu Cys Ser lie Asn Arg Gly Gly Cys 
370 375 380 

Arg Phe Gly Cys lie Asn Thr Pro Gly Ser Tyr Gin Cys Thr Cys Pro 
385 390 395 400 

Ala Gly Gin Gly Arg Leu His Trp Asn Gly Lys Asp Cys Thr Glu Pro 
405 410 415 

Leu Lys Cys Gin Gly Ser Pro Gly Ala Ser Lys Ala Met Leu Ser Cys 
420 425 430 

Asn Arg Ser Gly Lys Lys Asp Thr Cys Ala Leu Thr Cys Pro Ser Arg 
435 440 445 

Ala Arg Phe Leu Pro Glu Ala Ala Val Leu Ser lie Lys Gin Arg Ala 
450 455 460 

Ser Phe Lys lie Lys Asp Ala Lys Cys Arg Leu His Leu Arg Asn Lys 
465 470 475 480 

Gly Lys Thr Glu Glu Ala Gly Arg Thr Thr Gly Pro Gly Gly Ala Pro 
485 490 495 

Cys Ser Glu Cys Gin Val Thr Phe lie His Leu Lys Cys Asp Ser Ser 
500 505 510 

Arg Lys Gly Lys Gly Arg Arg Ala Arg Thr Pro Pro Gly Lys Glu Val 
515 520 525 

Thr Arg Leu Thr Leu Glu Leu Glu Ala Glu Val Arg Ala Glu Glu Thr 
530 535 540 

Thr Ala Ser Cys Gly Leu Pro Cys Leu Arg Gin Arg Met Glu Arg Arg 
545 550 555 560 

Leu Lys Gly Ser Leu Lys Met Leu Arg Lys Ser lie Asn Gin Asp Arg 
565 570 575 

Phe Leu Leu Arg Leu Ala Gly Leu Asp Tyr Glu Leu Ala His Lys Pro 
580 585 590 

Gly Leu Val Ala Gly Glu Arg Ala Glu Pro Met Glu Ser Cys Arg Pro 
595 600 605 

Gly Gin His Arg Ala Gly Thr Lys Cys Val Ser Cys Pro Gin Gly Thr 
610 615 620 

Tyr Tyr His Gly Gin Thr Glu Gin Cys Val Pro Cys Pro Ala Gly Thr 
625 630 635 640 



Phe Gin Glu Arg Glu Gly Gin Leu Ser Cys Asp Leu Cys Pro Gly Ser 
645 650 655 
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Asp Ala His Gly Pro Leu Gly Ala Thr Asn Val Thr Thr Cys Ala Gly 
660 665 670 

Gin Cys Pro Pro Gly Gin His Ser Val Asp Gly Phe Lys Pro Cys Gin 
675 680 685 

Pro Cys Pro Arg Gly Thr Tyr Gin Pro Glu Ala Gly Arg Thr Leu Cys 
690 695 700 

Phe Pro Cys Gly Gly Gly Leu Thr Thr Lys His Glu Gly Ala lie Ser 
705 710 715 720 

Phe Gin Asp Cys Asp Thr Lys Val Gin Cys Ser Pro Gly His Tyr Tyr 
725 730 735 

Asn Thr Ser lie His Arg Cys lie Arg Cys Ala Met Gly Ser Tyr Gin 
740 745 750 

Pro Asp Phe Arg Gin Asn Phe Cys Ser Arg Cys Pro Gly Asn Thr Ser 
755 760 765 

Thr Asp Phe Asp Gly Ser Thr Ser Val Ala Gin Cys Lys Asn Arg Gin 
770 775 780 

Cys Gly Gly Glu Leu Gly Glu Phe Thr Gly Tyr lie Glu Ser Pro Asn 
785 790 795 800 

Tyr Pro Gly Asn Tyr Pro Ala Gly Val Glu Cys lie Trp Asn lie Asn 
805 810 815 

Pro Pro Pro Lys Arg Lys lie Leu lie Val Val Pro Glu lie Phe Leu 
820 825 830 

Pro Ser Glu Asp Glu Cys Gly Asp Val Leu Val Met Arg Lys Asn Ser 
835 840 845 

Ser Pro Ser Ser lie Thr Thr Tyr Glu Thr Cys Gin Thr Tyr Glu Arg 
850 855 860 

Pro lie Ala Phe Thr Ala Arg Ser Arg Lys Leu Trp lie Asn Phe Lys 
865 870 875 880 

Thr Ser Glu Ala Asn Ser Ala Arg Gly Phe Gin lie Pro Tyr Val Thr 
885 890 895 

Tyr Asp Glu Asp Tyr Glu Gin Leu Val Glu Asp lie Val Arg Asp Gly 
900 905 910 

Arg Leu Tyr Ala Ser Glu Asn His Gin Glu lie Leu Lys Asp Lys Lys 
915 920 925 

Leu lie Lys Ala Phe Phe Glu Val Leu Ala His Pro Gin Asn Tyr Phe 
930 935 940 



Lys Tyr Thr Glu Lys His Lys Glu Met Leu Pro Lys Ser Phe lie Lys 
945 950 955 960 
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Leu Leu Arg Ser Lys Val Ser Ser Phe Leu Arg Pro Tyr Lys 
965 970 



<210> 15 
<211> 3177 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG55096-04 

<400> 15 

cccctcccct ccccctcctg cgagctggga tccggccggc ttccgccctc ccctggccgc 60 

gagaccggcc ccggcggctg ggccgccagt agctccagcc atgggctcgg ggcgcgtacc 120 

cgggctctgc ctgcttgtcc tgctggtcca cgcccgcgcc gcccagtaca gcaaagccgc 180 

gcaagatgtg gatgagtgtg tggaggggac tgacaactgc cacatcgatg ctatctgcca 240 

gaacaccccg aggtcataca agtgcatctg caagtctggc tacacagggg acggcaaaca 300 

ctgcaaagac gtggatgagt gcgagcgaga ggataatgca ggttgtgtgc atgactgtgt 360 

caacatccct ggcaattacc ggtgtacctg ctatgatgga ttccacctgg cacatgacgg 420 

acacaactgt ctggatgtgg acgagtgtgc cgagggcaac ggcggctgtc agcagagctg 480 

tgtcaacatg atgggcagct atgagtgcca ctgccgggaa ggcttcttcc tcagcgacaa 540 

ccagcatacc tgtatccagc ggccagaaga aggaatgaat tgcatgaaca agaaccacgg 600 

ctgtgcccac atttgccggg agacacccaa ggggggtatt gcctgtgaat gccgtcctgg 660 

ctttgagctt accaagaacc aacgggactg taaattgaca tgcaactatg gtaacggcgg 720 

ctgccagcac acgtgtgatg acacagagca gggtccccgg tgcggctgcc atatcaagtt 780 

tgtgctccat accgacggga agacatgcat cggggaaagg cggctagagc agcacatccc 84 0 

cactcaagcc gtttctaatg agacctgtgc tgtcaacaac gggggctgtg acagtaagtg 900 

ccatgatgca gcgactggtg tccactgcac ctgccctgtg ggcttcatgc tgcagccaga 960 

caggaagacg tgcaaagata tagatgagtg ccgcttaaac aacgggggct gtgaccatat 1020 

ttgccgcaac acagtgggca gcttcgaatg cagttgcaag aaaggctata agcttctcat 1080 

caatgagagg aactgccagg atatagacga gcgttccttt gatcgaacct gtgaccacat 1140 

atgtgtcaac acaccaggaa gcttccagtg tctctgccat cgtggctacc tgttgtatgg 1200 

tatcacccac tgtggggatg tggatgaatg cagcatcaac cggggaggtt gccgctttgg 1260 

ctgcatcaac actcctggca gctaccagtg tacctgccca gcaggccagg gtcggctgca 1320 

ctggaatggc aaagattgca cagagccact gaagtgtcag ggcagtcctg gggcctcgaa 1380 

agccatgctc agctgcaacc ggtctggcaa gaaggacacc tgtgccctga cctgtccctc 1440 

cagggcccga tttttgccag agtctgagaa tggcttcacg gtgagctgtg ggacccccag 1500 

ccccagggct gctccagccc gagctggcca caatgggaac agcaccaact ccaaccactg 1560 

ccatgaggct gcagtgctgt ccattaaaca acgggcctcc ttcaagatca aggatgccaa 1620 

atgccgtttg cacctgcgaa acaaaggcaa aacagaggag gctggcagaa tcacagggcc 1680 

aggtggtgcc ccctgctctg aatgccaggt caccttcatc caccttaagt gtgactcctc 1740 

tcggaagggc aagggccgac gggcccggac ccctccaggc aaagaggtca caaggctcac 1800 

cctggaactg gaggcagagg tcagagccga agaaaccaca gccagctgtg ggctgccctg 1860 

cctccgacag cgaatggaac ggcggctgaa aggatccctg aagatgctca gaaagtccat 1920 

caaccaggac cgcttcctgc tgcgcctggc aggccttgat tatgagctgg cccacaagcc 1980 

gggcctggta gccggggagc gagcagagcc gatggagtcc tgtaggcccg ggcagcaccg 2040 

tgctgggacc aagtgtgtca gctgcccgca gggaacgtat taccacggcc agacggagca 2100 

gtgtgtgcca tgcccagcgg gcaccttcca ggagagagaa gggcagctct cctgcgacct 2160 

ttgccctggg agtgatgccc acgggcctct tggagccacc aacgtcacca cgtgtgcagg 2220 

tcagtgccca cctggccaac actctgtaga tgggttcaag ccctgtcagc catgcccacg 2280 

tggcacctac caacctgaag caggacggac cctatgcttc ccttgtggtg ggggcctcac 2340 

caccaagcat gaaggggcca tttccttcca agactgtgac accaaagtcc agtgctcccc 2400 

agggcactac tacaacacca gcatccaccg ctgtattcgc tgtgccatgg gctcctatca 2460 

gcccgacttc cgtcagaact tctgcagccg ctgtccagga aacacaagca cagactttga 2520 

tggctctacc agtgtggccc aatgcaagaa tcgtcagtgt ggtggggagc tgggtgagtt 2580 

cactggctat attgagtccc ccaactaccc gggcaactac ccagctggtg tggagtgcat 2640 




agatcttcct 2700 
ccccatcctc 2760 
ctgcccgttc 2820 
gcttccagat 2880 
tgcgagatgg 2940 
tcatcaaggc 3000 
aacacaagga 3060 
tcctgaggcc 312 0 
ctcctta 3177 



ctggaacatc 
gccatctgag 
cattaccact 
caggaagc tc 
tccctatgtt 
ccggctctat 
cttctttgag 
gatgctgcca 
ctacaaatag 



aaccccccac 
gatgagtgtg 
tatgagacct 
tggat caact 
acctatgatg 
gcctctgaaa 
gtgctagccc 
aaatccttca 
taaccctagg 



ccaagcgcaa 
gggacgtcct 
gccagaccta 
tcaagacaag 
aggactatga 
accaccagga 
acccccagaa 
tcaagctgct 
ctcagagacc 



gatccttatc 
cgtcatgaga 
cgagcgtccc 
cgaggccaac 
gcagctggta 
gattttaaag 
ctacttcaag 
ccgctccaaa 
caat tt ttta 



gtggtaccag 
aagaactcat 
at tgccttca 
agcgcccgtg 
gaagacattg 
gacaagaagc 
tacacagaga 
gt ttccagct 
agcccccaga 



<210> 16 
<211> 1009 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG55096-04 

<400> 16 

Met Gly Ser Gly Arg Val Pro Gly Leu Cys Leu Leu Val Leu Leu Val 
15 10 15 

His Ala Arg Ala Ala Gin Tyr Ser Lys Ala Ala Gin Asp Val Asp Glu 
20 25 30 

Cys Val Glu Gly Thr Asp Asn Cys His lie Asp Ala lie Cys Gin Asn 
35 40 45 

Thr Pro Arg Ser Tyr Lys Cys lie Cys Lys Ser Gly Tyr Thr Gly Asp 
50 55 60 

Gly Lys His Cys Lys Asp Val Asp Glu Cys Glu Arg Glu Asp Asn Ala 
65 70 75 80 

Gly Cys Val His Asp Cys Val Asn lie Pro Gly Asn Tyr Arg Cys Thr 
85 90 95 

Cys Tyr Asp Gly Phe His Leu Ala His Asp Gly His Asn Cys Leu Asp 
100 105 110 

Val Asp Glu Cys Ala Glu Gly Asn Gly Gly Cys Gin Gin Ser Cys Val 
115 120 125 

Asn Met Met Gly Ser Tyr Glu Cys His Cys Arg Glu Gly Phe Phe Leu 
130 135 140 

Ser Asp Asn Gin His Thr Cys lie Gin Arg Pro Glu Glu Gly Met Asn 
145 150 155 160 

Cys Met Asn Lys Asn His Gly Cys Ala His lie Cys Arg Glu Thr Pro 
165 170 175 



Lys Gly Gly lie Ala Cys Glu Cys Arg Pro Gly Phe Glu Leu Thr Lys 
180 185 190 
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Asn Gin Arg Asp Cys Lys Leu Thr Cys Asn Tyr Gly Asn Gly Gly Cys 
195 200 205 

Gin His Thr Cys Asp Asp Thr Glu Gin Gly Pro Arg Cys Gly Cys His 
210 215 220 

lie Lys Phe Val Leu His Thr Asp Gly Lys Thr Cys lie Gly Glu Arg 
225 230 235 240 

Arg Leu Glu Gin His lie Pro Thr Gin Ala Val Ser Asn Glu Thr Cys 
245 250 255 

Ala Val Asn Asn Gly Gly Cys Asp Ser Lys Cys His Asp Ala Ala Thr 
260 265 270 

Gly Val His Cys Thr Cys Pro Val Gly Phe Met Leu Gin Pro Asp Arg 
275 280 285 

Lys Thr Cys Lys Asp lie Asp Glu Cys Arg Leu Asn Asn Gly Gly Cys 
290 295 300 

Asp His lie Cys Arg Asn Thr Val Gly Ser Phe Glu Cys Ser Cys Lys 
305 310 315 320 

Lys Gly Tyr Lys Leu Leu lie Asn Glu Arg Asn Cys Gin Asp lie Asp 
325 330 335 

Glu Arg Ser Phe Asp Arg Thr Cys Asp His lie Cys Val Asn Thr Pro 
340 345 350 

Gly Ser Phe Gin Cys Leu Cys His Arg Gly Tyr Leu Leu Tyr Gly lie 
355 360 365 

Thr His Cys Gly Asp Val Asp Glu Cys Ser lie Asn Arg Gly Gly Cys 
370 375 380 

Arg Phe Gly Cys lie Asn Thr Pro Gly Ser Tyr Gin Cys Thr Cys Pro 
385 390 395 400 

Ala Gly Gin Gly Arg Leu His Trp Asn Gly Lys Asp Cys Thr Glu Pro 
405 410 415 

Leu Lys Cys Gin Gly Ser Pro Gly Ala Ser Lys Ala Met Leu Ser Cys 
420 425 430 

Asn Arg Ser Gly Lys Lys Asp Thr Cys Ala Leu Thr Cys Pro Ser Arg 
435 440 445 

Ala Arg Phe Leu Pro Glu Ser Glu Asn Gly Phe Thr Val Ser Cys Gly 
450 455 460 

Thr Pro Ser Pro Arg Ala Ala Pro Ala Arg Ala Gly His Asn Gly Asn 
465 470 475 480 



Ser Thr Asn Ser Asn His Cys His Glu Ala Ala Val Leu Ser lie Lys 
485 490 495 
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Gin Arg Ala Ser Phe Lys lie Lys Asp Ala Lys Cys Arg Leu His Leu 
500 505 510 

Arg Asn Lys Gly Lys Thr Glu Glu Ala Gly Arg lie Thr Gly Pro Gly 
515 520 525 

Gly Ala Pro Cys Ser Glu Cys Gin Val Thr Phe lie His Leu Lys Cys 
530 535 540 

Asp Ser Ser Arg Lys Gly Lys Gly Arg Arg Ala Arg Thr Pro Pro Gly 
545 550 555 560 

Lys Glu Val Thr Arg Leu Thr Leu Glu Leu Glu Ala Glu Val Arg Ala 
565 570 575 

Glu Glu Thr Thr Ala Ser Cys Gly Leu Pro Cys Leu Arg Gin Arg Met 
580 585 590 

Glu Arg Arg Leu Lys Gly Ser Leu Lys Met Leu Arg Lys Ser lie Asn 
595 600 605 

Gin Asp Arg Phe Leu Leu Arg Leu Ala Gly Leu Asp Tyr Glu Leu Ala 
610 615 620 

His Lys Pro Gly Leu Val Ala Gly Glu Arg Ala Glu Pro Met Glu Ser 
625 630 635 640 

Cys Arg Pro Gly Gin His Arg Ala Gly Thr Lys Cys Val Ser Cys Pro 
645 650 655 

Gin Gly Thr Tyr Tyr His Gly Gin Thr Glu Gin Cys Val Pro Cys Pro 
660 665 670 

Ala Gly Thr Phe Gin Glu Arg Glu Gly Gin Leu Ser Cys Asp Leu Cys 
675 680 685 

Pro Gly Ser Asp Ala His Gly Pro Leu Gly Ala Thr Asn Val Thr Thr 
690 695 700 

Cys Ala Gly Gin Cys Pro Pro Gly Gin His Ser Val Asp Gly Phe Lys 
705 710 715 720 

Pro Cys Gin Pro Cys Pro Arg Gly Thr Tyr Gin Pro Glu Ala Gly Arg 
725 730 735 

Thr Leu Cys Phe Pro Cys Gly Gly Gly Leu Thr Thr Lys His Glu Gly 
740 745 750 

Ala lie Ser Phe Gin Asp Cys Asp Thr Lys Val Gin Cys Ser Pro Gly 
755 760 765 

His Tyr Tyr Asn Thr Ser lie His Arg Cys lie Arg Cys Ala Met Gly 
770 775 780 



Ser Tyr Gin Pro Asp Phe Arg Gin Asn Phe Cys Ser Arg Cys Pro Gly 
785 790 795 800 
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Asn Thr Ser Thr Asp Phe Asp Gly Ser Thr Ser Val Ala Gin Cys Lys 
805 810 815 

Asn Arg Gin Cys Gly Gly Glu Leu Gly Glu Phe Thr Gly Tyr lie Glu 
820 825 830 

Ser Pro Asn Tyr Pro Gly Asn Tyr Pro Ala Gly Val Glu Cys lie Trp 
835 840 845 

Asn lie Asn Pro Pro Pro Lys Arg Lys lie Leu lie Val Val Pro Glu 
850 855 860 

lie Phe Leu Pro Ser Glu Asp Glu Cys Gly Asp Val Leu Val Met Arg 
865 870 875 880 

Lys Asn Ser Ser Pro Ser Ser lie Thr Thr Tyr Glu Thr Cys Gin Thr 
885 890 895 

Tyr Glu Arg Pro lie Ala Phe Thr Ala Arg Ser Arg Lys Leu Trp lie 
900 905 910 

Asn Phe Lys Thr Ser Glu Ala Asn Ser Ala Arg Gly Phe Gin lie Pro 
915 920 925 

Tyr Val Thr Tyr Asp Glu Asp Tyr Glu Gin Leu Val Glu Asp lie Val 
930 935 940 

Arg Asp Gly Arg Leu Tyr Ala Ser Glu Asn His Gin Glu lie Leu Lys 
945 950 955 960 

Asp Lys Lys Leu lie Lys Ala Phe Phe Glu Val Leu Ala His Pro Gin 
965 970 975 

Asn Tyr Phe Lys Tyr Thr Glu Lys His Lys Glu Met Leu Pro Lys Ser 
980 985 990 

Phe lie Lys Leu Leu Arg Ser Lys Val Ser Ser Phe Leu Arg Pro Tyr 
995 1000 1005 



Lys 



<210> 17 
<211> 1709 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
10327789 . 0 . 16 

<400> 17 

cagagtcttg ctctgtctcc caggctggag tgcagtggca caatctcagc tcactgcaac 60 

ctctgcctcc tgggttcaag tgattctcct gcctcagctt cccaaatggc tgagattaca 120 

ggcacatacc accatgccta gctaattttt gtacaggttt caccatgttg gccaggctgg 180 

tctcgaactc ctaacctcaa gtgttcctcc tgcctcggcc tcccaaagtg ctgggattgt 240 

aggcatgaat cgtcatgccg agcctaagtt gactttctac tatcattttc acttatttaa 300 

aaaaatagaa tggatctatt ggaaaaacca taaatcatta tttgcttact tcctaattga 360 
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ttcatt ttaa 
atctgt tata 
gatctt tgag 
tgtatttgtc 
tctcgactgt 
agtagggtcc 
t tggacatgt 
caagtgccca 
ggtaggagtt 
gaaatgcttg 
taccccacct 
aagtactgtc 
ctgccaacct 
ccaacctgag 
agctctctat 
agaaaatggt 
caaggagatt 
ctactcttgc 
caggtgattg 
ccattgaaaa 
gttgcttccc 
ggtcactcgt 
ttggagactg 



catagacct t 
caaatcgcac 
agtgaagtga 
tgccaagcca 
ggaaaacctc 
aaggttcagt 
cagaaatctg 
gagccgcccc 
gtgacat ttt 
ccatcccagc 
cccctaattt 
aagtattctt 
gatggcacct 
gaaatcccca 
acctgcaagc 
cactggcttg 
ttgaatggca 
aaccgaggct 
ggatgtagat 
tggttttgta 
tgggt ttcag 
gcccccaaca 
tactaaactc 



ttagtttttt 
tcact tgc tt 
ggtatcagtg 
atcgccactg 
ccccgatcca 
ttttctgtaa 
gcaaatggaa 
tcttggaaaa 
cctgtaaaga 
aatggaatga 
cctttggtgt 
gtgtaggtgg 
ggagctctcc 
atggaatcat 
caggctttga 
gaggaaaacc 
aattctctta 
ttcggctcga 
gccccatctt 
gaaggtgcag 
gtggctggtc 
tgtatgccaa 
aaagatgac 



tcactatcca 
tcttcctgtt 
taacccgggc 
gcacagtgaa 
gaatggcttc 
tgagggttat 
taagaagtca 
ccagctagta 
agggcatgtc 
ctctttccct 
ccccat tcct 
gtttttccta 
actgccagaa 
tgatgtgcaa 
attggtggga 
aacatgtaaa 
cacggaccta 
agggtcccag 
gcaatgccat 
attacagcta 
atgccatgca 
tagactgtgg 



aggatt tagt 
gcacagcata 
tataagtcag 
tcccctctga 
atgaaaggag 
gagcttgt tg 
aatccaaagt 
ttaaaggagt 
ctgcaaggcc 
gtttgtaaga 
tcttctgct c 
agaggaaat t 
tgtgttccag 
ggccttgcct 
aatactacca 
gccat tgagt 
cactatggac 
tgccttgacc 
ccactgtgat 
tggtgccata 
gacctgtgaa 
cctccctcct 



taatgctatc 
caactggcag 
tcggaagtcc 
tgtgtgttcc 
aaaact ttga 
gggacagtt c 
gcatgcctgc 
tgaccaccga 
cctctgtcct 
ttgttctttg 
ttcattttgg 
ctaccaccct 
tagaatgtcc 
atctcagcac 
ccctttgtgg 
gcctgaaacc 
agaccgttac 
tgtttagaga 
tccccacaac 
atcatctaca 
gagtcaggat 
catatagat t 



420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1709 



<210> 18 
<211> 344 
<2 12> PRT 

<2 13 > Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
10327789 .0.16 

<400> 18 

Met Leu Ser Ser Val lie Gin lie Ala Leu Thr Cys Phe Leu Pro Val 
15 10 15 

Ala Gin His Thr Thr Gly Arg lie Phe Glu Ser Glu Val Arg Tyr Gin 
20 25 30 

Cys Asn Pro Gly Tyr Lys Ser Val Gly Ser Pro Val Phe Val Cys Gin 
35 40 45 

Ala Asn Arg His Trp His Ser Glu Ser Pro Leu Met Cys Val Pro Leu 
50 55 60 

Asp Cys Gly Lys Pro Pro Pro lie Gin Asn Gly Phe Met Lys Gly Glu 
65 70 75 80 

Asn Phe Glu Val Gly Ser Lys Val Gin Phe Phe Cys Asn Glu Gly Tyr 
85 90 95 

Glu Leu Val Gly Asp Ser Ser Trp Thr Cys Gin Lys Ser Gly Lys Trp 
100 105 110 



Asn Lys Lys Ser Asn Pro Lys Cys Met Pro Ala Lys Cys Pro Glu Pro 
115 120 125 
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Pro Leu Leu Glu Asn Gin Leu Val Leu Lys Glu Leu Thr Thr Glu Val 
130 135 140 

Gly Val Val Thr Phe Ser Cys Lys Glu Gly His Val Leu Gin Gly Pro 
145 150 155 160 

Ser Val Leu Lys Cys Leu Pro Ser Gin Gin Trp Asn Asp Ser Phe Pro 
165 170 175 

Val Cys Lys lie Val Leu Cys Thr Pro Pro Pro Leu lie Ser Phe Gly 
180 185 190 

Val Pro lie Pro Ser Ser Ala Leu His Phe Gly Ser Thr Val Lys Tyr 
195 200 205 

Ser Cys Val Gly Gly Phe Phe Leu Arg Gly Asn Ser Thr Thr Leu Cys 
210 215 220 

Gin Pro Asp Gly Thr Trp Ser Ser Pro Leu Pro Glu Cys Val Pro Val 
225 230 235 240 

Glu Cys Pro Gin Pro Glu Glu lie Pro Asn Gly lie lie Asp Val Gin 
245 250 255 

Gly Leu Ala Tyr Leu Ser Thr Ala Leu Tyr Thr Cys Lys Pro Gly Phe 
260 265 270 

Glu Leu Val Gly Asn Thr Thr Thr Leu Cys Gly Glu Asn Gly His Trp 
275 280 285 

Leu Gly Gly Lys Pro Thr Cys Lys Ala lie Glu Cys Leu Lys Pro Lys 
290 295 300 

Glu lie Leu Asn Gly Lys Phe Ser Tyr Thr Asp Leu His Tyr Gly Gin 
305 310 315 320 

Thr Val Thr Tyr Ser Cys Asn Arg Gly Phe Arg Leu Glu Gly Ser Gin 
325 330 335 

Cys Leu Asp Leu Phe Arg Asp Arg 
340 



<210> 19 
<211> 1952 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
10327789 . 0 . 140 

<400> 19 

ttcaggaaca ccgtcactta cacttgcaaa gaaggctata ctcttgctgg tcttgacacc 60 

attgaatgcc tggccgacgg caagtggagt agaagtgacc agcagtgcct ggctgtctcc 120 

tgtgatgagc cacccattgt ggaccacgcc tctccagaga ctgcccatcg gctctttgga 180 

gacattgcat tctactactg ctctgatggt tacagcctag cagacaattc ccagcttctc 240 
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tgcaatgccc 
catttctgtg 
aaatttgcag 
tcagcaaaga 
gtgcatccct 
aaactacagt 
ggaaaagaag 
cccggtatct 
caggatcttt 
tcctgtattt 
tcctctcgac 
tgaagtaggg 
t tcttggaca 
tgccaagtgc 
cgaggtagga 
cctgaaatgc 
t tgtacccca 
tggaagtact 
cctctgccaa 
tccccaacct 
cacagctctc 
tggagaaaat 
acccaaggag 
tacctactct 
agacaggtga 
aacccattga 
acagttgct t 
gatggtcact 
attttggaga 



a 999caagtg 
aaaaacctcc 
ctggctcagt 
t tgaatgtat 
gtgcggtgtg 
t ttggagcca 
agcacctgcg 
tgtggtgaac 
gagagtgaag 
gtctgccaag 
tgtggaaaac 
tccaaggttc 
tgtcagaaat 
ccagagccgc 
gttgtgacat 
t tgccatccc 
cc tcccctaa 
gt caagtatt 
cctgatggca 
gaggaaatcc 
tatacctgca 
ggtcactggc 
att t tgaatg 
tgcaaccgag 
ttgggatgta 
aaatggttt t 
ccctgggttt 
cgtgccccca 
rtgtactaaa 



ggtaccccca 
at cggtttcc 
tgtgagcttt 
gagaggtggg 
gagagccacc 
tggtggctta 
aagccacagg 
cacctaaggt 
tgaggtatca 
ccaatcgcca 
ctcccccgat 
agtttttctg 
ctggcaaatg 
ccctcttgga 
tttcctgtaa 
agcaatggaa 
tttcctttgg 
cttgtgtagg 
cctggagctc 
ccaatggaat 
agccaggctt 
ttggaggaaa 
gcaaattctc 
gctttcggct 
gatgccccat 
gtagaaggtg 
caggtggctg 
acatgtatgc 
ct caaagatg 



gaaggtcaag 
tatagcatct 
aaatgcatgg 
cagtggaacc 
aagcatcatg 
cagctgcaac 
gcagtggagt 
tgagaatggc 
gtgtaacccg 
ctggcacagt 
ccagaatggc 
taatgagggt 
gaataagaag 
aaaccagcta 
agaagggcat 
tgactctt tc 
tgtccccatt 
tgggtttttc 
tccactgcca 
cattgatgtg 
tgaattggtg 
accaacatgt 
ttacacggac 
cgaagggtcc 
cttgcaatgc 
cagattacag 
gtcatgccat 
caatagactg 
ac 



acatgccccg 
tggaatctgt 
aaggct ttgt 
cttcccccca 
aatggctatg 
aaggggttct 
agtcctatac 
tttctggagc 
ggctataagt 
gaatcccctc 
ttcatgaaag 
tatgagcttg 
tcaaatccaa 
gtat taaagg 
gtcctgcaag 
cctgt ttgta 
ccttcttc tg 
ctaagaggaa 
gaatgtgt tc 
caaggcct tg 
ggaaatacta 
aaagccattg 
ctacactatg 
cagtgccttg 
catccactgt 
ctatggtgcc 
gcagacctgt 
tggcctccct 



ttgtatagct 
gagcaaagca 
actgaacacc 
tgtccatcca 
caagtggatc 
acatcaaagg 
cgacgtgcca 
atacaactgg 
cagtcggaag 
tgatgtgtgt 
gagaaaactt 
ttggggacag 
agtgcatgcc 
agttgaccac 
gcccctctgt 
agattgt tct 
ctct teat tt 
at tctaccac 
cagtagaatg 
cctatctcag 
ccaccctttg 
agtgcctgaa 
gaeagacegt 
acctgtttag 
gattccccac 
ataatcatct 
gaagagtcag 
cctcatatag 



300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1952 



<210> 20 
<211> 406 
<2 12> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
10327789 . 0 . 140 

<400> 20 

Met Ser lie Gin Cys lie Pro Val Arg Cys Gly Glu Pro Pro Ser lie 
15 10 15 

Met Asn Gly Tyr Ala Ser Gly Ser Asn Tyr Ser Phe Gly Ala Met Val 
20 25 30 

Ala Tyr Ser Cys Asn Lys Gly Phe Tyr lie Lys Gly Glu Lys Lys Ser 
35 40 45 

Thr Cys Glu Ala Thr Gly Gin Trp Ser Ser Pro lie Pro Thr Cys His 
50 55 60 

Pro Val Ser Cys Gly Glu Pro Pro Lys Val Glu Asn Gly Phe Leu Glu 
65 70 75 80 



His Thr Thr Gly Arg lie Phe Glu Ser Glu Val Arg Tyr Gin Cys Asn 
85 90 95 
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Pro Gly Tyr Lys Ser Val Gly Ser Pro Val Phe Val Cys Gin Ala Asn 
100 105 110 

Arg His Trp His Ser Glu Ser Pro Leu Met Cys Val Pro Leu Asp Cys 
115 120 125 

Gly Lys Pro Pro Pro lie Gin Asn Gly Phe Met Lys Gly Glu Asn Phe 
130 135 140 

Glu Val Gly Ser Lys Val Gin Phe Phe Cys Asn Glu Gly Tyr Glu Leu 
145 150 155 160 

Val Gly Asp Ser Ser Trp Thr Cys Gin Lys Ser Gly Lys Trp Asn Lys 
165 170 175 

Lys Ser Asn Pro Lys Cys Met Pro Ala Lys Cys Pro Glu Pro Pro Leu 
180 185 190 

Leu Glu Asn Gin Leu Val Leu Lys Glu Leu Thr Thr Glu Val Gly Val 
195 200 205 

Val Thr Phe Ser Cys Lys Glu Gly His Val Leu Gin Gly Pro Ser Val 
210 215 220 

Leu Lys Cys Leu Pro Ser Gin Gin Trp Asn Asp Ser Phe Pro Val Cys 
225 230 235 240 

Lys lie Val Leu Cys Thr Pro Pro Pro Leu lie Ser Phe Gly Val Pro 
245 250 255 

lie Pro Ser Ser Ala Leu His Phe Gly Ser Thr Val Lys Tyr Ser Cys 
260 265 270 

Val Gly Gly Phe Phe Leu Arg Gly Asn Ser Thr Thr Leu Cys Gin Pro 
275 280 285 

Asp Gly Thr Trp Ser Ser Pro Leu Pro Glu Cys Val Pro Val Glu Cys 
290 295 300 

Pro Gin Pro Glu Glu lie Pro Asn Gly lie lie Asp Val Gin Gly Leu 
305 310 315 320 

Ala Tyr Leu Ser Thr Ala Leu Tyr Thr Cys Lys Pro Gly Phe Glu Leu 
325 330 335 

Val Gly Asn Thr Thr Thr Leu Cys Gly Glu Asn Gly His Trp Leu Gly 
340 345 350 

Gly Lys Pro Thr Cys Lys Ala lie Glu Cys Leu Lys Pro Lys Glu lie 
355 360 365 

Leu Asn Gly Lys Phe Ser Tyr Thr Asp Leu His Tyr Gly Gin Thr Val 
370 375 380 



Thr Tyr Ser Cys Asn Arg Gly Phe Arg Leu Glu Gly Ser Gin Cys Leu 
385 390 395 400 
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Asp Leu Phe Arg Asp Arg 
405 



<210> 21 
<211> 6153 
<212> DNA 

<213> Unknown Organism 
<220> 

< 2 2 1 > modi f i ed_base 
<222> (1010) 

<223> a, c, t , g, other or unknown 
<220> 

<223> Description of Unknown Organism: POLYX 
10327789 1 



<400> 21 

atggcgggcg 

gctagcaatc 

ctcgtggtgc 

cgattttcca 

tggagtagaa 

cacgcctctc 

gatggttaca 

cccccagaag 

gt ttcctata 

agctttaaat 

ggtgggcagt 

ccaccaagca 

gcttacagct 

acagggcagt 

aaggttgaga 

tatcagtgta 

cgccactggc 

ccgat ccaga 

tt ctgtaatg 

ggcaaatgga 

ctcttggaaa 

tcctgtaaag 

caatggaatg 

tcct ttggtg 

tgtgtaggtg 

tggagctctc 

aatggaatca 

ccaggctttg 

ggaggaaaac 

aaattctctt 

tttcggctcg 

gccccatctt 

gaaggtgcag 

gtggctggtc 

tgtatgccaa 

aaagatgacc 

cctcaccctc 

cc tgctacac 

ggatatgaac 



cccctccccc 
agcgagattc 
gccgtttct t 
gctatactct 
gtgaccagca 
cagagactgc 
gcctagcaga 
gtcaagacat 
gcatcttgga 
gcatggaagg 
ggaacccttc 
tcatgaatgg 
gcaacaaggg 
ggagtagtcc 
atggctttct 
acccgggcta 
acagtgaatc 
atggcttcat 
aagggttatn 
ataagaagtc 
accagctagt 
aaaggcatgt 
actctttccc 
tccccattcc 
ggtttttcct 
cactgccaga 
ttgatgtgca 
aattggtggg 
caacatgtaa 
acacggacct 
aaggtcccag 
gcaatgccat 
attacagcta 
atgccatgca 
tagactgtgg 
agggatattt 
cttatcattt 
at tcatcaaa 
ttctggggaa 



agcctcgttg 
cgtgggcgta 
aagccggtct 
tgctggtctt 
gtgcctggct 
ccat cggctc 
caat tcccag 
gccccgttgt 
atctgtgagc 
ctttgtactg 
ccccatgtcc 
ctatgcaagt 
gttctacatc 
tataccgacg 
ggagcataca 
taagtcagtc 
ccctctgatg 
gaaaggagaa 
gagctttgtt 
aaatccaaag 
attaaaggag 
cctgcaaggc 
tgtttgtaag 
ttcttctgct 
aagaggaaat 
atgtgttcca 
aggccttgcc 
aaatactacc 
agccattgag 
acactatgga 
tgccttgacc 
ccactgtgat 
tggtgccata 
gacctgtgaa 
cctccctcc t 
tgagcaagaa 
gggagcagtg 
ctttctgtat 
ccctgtgctg 



ccgccttgca 
ggaccctctg 
gaaaagcgca 
gacaccattg 
gtctcctgtg 
tt tggagaca 
cttctctgca 
atagctcatt 
aaagcaaaat 
aacacctcag 
atccagtgca 
ggatcaaact 
aaaggggaaa 
tgccacccgg 
actggcagga 
ggaagtcctg 
tgtgttcctc 
aactttgaag 
ggggacagtt 
tgcatgcctg 
ttgaccaccg 
ccctctgtcc 
attgttcttt 
cttcatt ttg 
tctaccaccc 
gtagaatgtc 
tatctcagca 
accctttgtg 
tgcctgaaac 
cagaccgtta 
tgtttagaga 
tccccacaac 
atcatctaca 
gagtcaggat 
catatagatt 
gacgacatga 
gctaaaacct 
ggtaccatgg 
atctgccagg 



gtttgatctc 
agccaggtgt 
atattcgggt 
aatgcctggc 
atgagccacc 
ttgcattcta 
atgcccaggg 
tctgtgaaaa 
ttgcagctgg 
caaagattga 
tccctgtgcg 
acagttttgg 
agaagagcac 
tatcttgtgg 
tctt tgagag 
tatttgtctg 
tcgactgtgg 
tagggtccaa 
cttggacatg 
ccaagtgccc 
aggtaggagt 
tgaaatgctt 
gtaccccacc 
gaagtactgt 
tctgccaacc 
cccaacctga 
cagctctcta 
gagaaaatgg 
ccaaggagat 
cctactcttg 
caggtgattg 
ccattgaaaa 
gttgcttccc 
ggtcaagt tc 
ttggagactg 
tggaagttcc 
gggaaaatac 
tttcatacac 
aagatggaac 



agactgctgt 
gggatatagt 
gggagtgacc 
cgacggcaag 
cattgtggac 
ctactgctct 
caagtgggta 
acctccatcg 
ctcagttgtg 
atgtatgaga 
gtgtggagag 
agccatggtg 
ctgcgaagcc 
tgaaccacct 
tgaagtgagg 
ccaagccaat 
aaaacctccc 
gggtcagttt 
tcagaaatct 
agagccgccc 
tgtgacattt 
gccatcccag 
tcccctaatt 
caagtattct 
tgatggcacc 
ggaaatcccc 
tacctgcaag 
tcactggctt 
tttgaatggc 
caaccgaggc 
ggatgtagat 
tggttttgta 
tgggtttcag 
catcccaaca 
tactaaactc 
atatgtgact 
aaaggagtct 
ctgtaatcca 
ttggaatggc 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2280 
2340 
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agtgcaccat cctgcatttc aattgaatgt gacttgccta ctgctcctga aaatggcttt 2400 
ttgcgtttta cagagactag catgggaagt gctgtgcagt atagctgtaa acctggacac 2460 
attctagcag gctctgactt aaggctttgt ctagagaata gaaagtggag tggtgcctcc 2520 
ccacgctgtg aagccatttc atgcaaaaag ccaaatccag tcatgaatgg atccatcaaa 2580 
ggaagcaact acacatacct gagcacgttg tactatgagt gtgaccccgg atatgtgctg 2640 
aatggcactg agaggagaac atgccaggat gacaaaaact gggatgagga tgagcccatt 2700 
tgcattcctg tggactgcag ttcaccccca gtctcagcca atggccaggt gagaggagac 2760 
gagtacacat tccaaaaaga gattgaatac acttgcaatg aagggttctt gcttgaggga 2820 
gccaggagtc gggtttgtct tgccaatgga agttggagtg gagccactcc cgactgtgtg 2880 
cctgtcagat gtgccacccc gccacaactg gccaatgggg tgacggaagg cctggactat 2940 
ggcttcatga aggaagtaac attccactgt cacgagggct acatcttgca cggtgctcca 3000 
aaactcacct gtcagtcaga tggcaactgg gatgcagaga ttcctctctg taaaccagtc 3060 
aactgtggac ctcctgaaga tcttgcccat ggtttcccta atggtttttc ctttattcat 3120 
gggggccata tacagtatca gtgctttcct ggttataagc tccatggaaa ttcatcaaga 3180 
aggtgcctct ccaatggctc ctggagtggc agctcacctt cctgcctgcc ttgcagatgt 3240 
tccacaccag taattgaata tggaactgtc aatgggacag attttgactg tggaaaggca 3300 
gcccggattc agtgcttcaa aggcttcaag ctcctaggac tttctgaaat cacctgtgaa 3360 
gccgatggcc agtggagctc tgggttcccc cactgtgaac acacttcttg tggttctctt 3420 
ccaatgatac caaatgcgtt catcagtgag accagctctt ggaaggaaaa tgtgataact 3480 
tacagctgca ggtctggata tgtcatacaa ggcagttcag atctgatttg tacagagaaa 3540 
ggggtatgga gccagcctta tccagtctgt gagcccttgt cctgtgggtc cccaccgtct 3600 
gtcgccaatg cagtggcaac tggagaggca cacacctatg aaagtgaagt gaaactcaga 3660 
tgtctggaag gttatacgat ggatacagat acagatacat tcacctgtca gaaagatggt 3720 
cgctggttcc ctgagagaat ctcctgcagt cctaaaaaat gtcctctccc ggaaaacata 3780 
acacatatac ttgtacatgg ggacgatttc agtgtgaata ggcaagtttc tgtgtcatgt 3840 
gcagaagggt atacctttga gggagttaac atatcagtat gtcagcttga tggaacctgg 3900 
gagccaccat tctccgatga atcttgcagt ccagtttctt gtgggaaacc tgaaagtcca 3960 
gaacatggat ttgtggttgg cagtaaatac acctttgaaa gcacaattat ttatcagtgt 4020 
gagcctggct atgaactaga gaatttggct gtgaatccat ctggtcctgg acttttcttg 4080 
gttgacagga ccctcagctg caggtcggag ttggctagag gtccaatcca gaccctgttt 4140 
gcctgggtat cagcagcaga gggtgcagaa cagcggatat tggtgaaccg caaatgctgc 42 00 
tgcctgatca ttcctctgga agttttgtct cagaggaata cccggccatg tgaggtgtca 4260 
gtccgcccct actggggggg gaacagggaa cgtgtctgcc aggagaacag acagtggagt 4 320 
ggaggggtgg caatatgcaa agagaccagg tgtgaaactc cacttgaatt tctcaatggg 4380 
aaagctgaca ttgaaaacag gacgactgga cccaacgtgg tatattcctg caacagaggc 4440 
tacagtcttg aagggccatc tgaggcacac tgcacagaaa atggaacctg gagccaccca 4500 
gtccctctct gcaaaccaaa tccatgccct gttccttttg tgattcccga gaatgctctg 4560 
ctgtctgaaa aggagtttta tgttgatcag aatgtgtcca tcaaatgtag ggaaggtttt 4620 
ctgctgcagg gccacggcat cattacctgc aaccccgacg agacgtggac acagacaagc 4680 
gccaaatgtg aaagaagata tacacaacag cccaagtccc tgaattttca gctagcagct 4740 
tattgcagta ttagaatgtt tattttgcgg ggaggggttc aagatggcca actagaaaca 4800 
gctgtggccg gagcctccca ccgagaagaa caaaaacaaa agcgagaaaa agcaaggtgg 4860 
tacaacggcc cacctgggag ccacatgggg caagcagagc tcccaccccc agccaaagga 4920 
ggtggacctc cctgcgggaa tttcagcaac tccagccagg ggtttatgaa cagacctctg 4980 
atctccctga gatggagccc ctggggctcc atgtggccat ggtctccaca gatcagcagg 5040 
cttagtcctt cccctgctgg ctctgaggaa tccaggcagg ctggactagt gggattcccc 5100 
acagcacagt ttacctgctc tgccaagggg cagctagagc gctttgttaa gcgagtccct 5160 
gatcccatgc ctcctgattg ggatgagacc cccccacaac aggggtcacg gatgagaccc 5220 
ccccacaaca ggggtcacca gacaccttat acaagggtgt tcctgctagc atcaggtcag 5280 
tgcccctctg ggacagagct cccagaggaa agagcaggca gccatctttg ctgttctgca 5340 
gcgtccgctg gaaaagcaca gaattgggca gaggctagga ttgatgaatt gaaagaagta 5400 
ggcttcagaa agtgggtaat aatgaagttc gctgagctaa aggaacatgt tctaaaccaa 5460 
tgcaaagacg ccaagaacca ggataaaaca ttacaggatc cgttaaccag aataaccagt 5520 
ttagaaagga atgtaaatga cctgatggag ctgaaaaaca caacacgaga acttcacaat 5580 
gcaacaacaa aacaaggcca acattccagt tcaggaaatc cagagaaccc cagtaagata 5640 
ctccatgaga agatcaaccc caagacacat aatcctcagg ttctccaaga aatctcatgt 5700 
ggtccaccag ctcacgtaga aaatgcaatt gctcgaggcg tacattatca atatggagac 5760 
atgatcacct actcatgtta cagtggatac atgttggagg gtttcctgag gagtgtttgt 5820 
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ttagaaaatg gaacatggac atcacctcct atttgcagag ctgtctgtcg atttccatgt 5880 
cagaatgggg gcatctgcca acgcccaaat gcttgttcct gtccagaggg ctggatgggg 5940 
cgcctctgtg aagaaccaat ctgcattctt ccctgtctga acggaggtcg ctgtgtggcc 6000 
ccttaccagt gtgactgccc gcctggctgg acggggtctc gctgtcatac aggtaggcct 6060 
ctttcatggt ttgttttctt ggtggctcag gcccatgaaa ctccagagga cattgaagag 6120 
tgtgacttag actcagaagt ggtggcaaaa tga 6153 



<210> 22 
<211> 2050 
<212> PRT 

<213> Unknown Organism 
<220> 

<2 21> MOD_RES 

<222> (367) 

<223 > Any amino acid 

<220> 

<223> Description of Unknown Organism: POLYX 
10327789_1 

<400> 22 

Met Ala Gly Ala Pro Pro Pro Ala Ser Leu Pro Pro Cys Ser Leu lie 
15 10 15 

Ser Asp Cys Cys Ala Ser Asn Gin Arg Asp Ser Val Gly Val Gly Pro 
20 25 30 

Ser Glu Pro Gly Val Gly Tyr Ser Leu Val Val Arg Arg Phe Leu Ser 
35 40 45 

Arg Ser Glu Lys Arg Asn lie Arg Val Gly Val Thr Arg Phe Ser Ser 
50 55 60 

Tyr Thr Leu Ala Gly Leu Asp Thr lie Glu Cys Leu Ala Asp Gly Lys 
65 70 75 80 

Trp Ser Arg Ser Asp Gin Gin Cys Leu Ala Val Ser Cys Asp Glu Pro 
85 90 95 

Pro lie Val Asp His Ala Ser Pro Glu Thr Ala His Arg Leu Phe Gly 
100 105 110 

Asp lie Ala Phe Tyr Tyr Cys Ser Asp Gly Tyr Ser Leu Ala Asp Asn 
115 120 125 

Ser Gin Leu Leu Cys Asn Ala Gin Gly Lys Trp Val Pro Pro Glu Gly 
130 135 140 

Gin Asp Met Pro Arg Cys lie Ala His Phe Cys Glu Lys Pro Pro Ser 
145 150 155 160 

Val Ser Tyr Ser lie Leu Glu Ser Val Ser Lys Ala Lys Phe Ala Ala 
165 170 175 



Gly Ser Val Val Ser Phe Lys Cys Met Glu Gly Phe Val Leu Asn Thr 
180 185 190 
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Ser Ala Lys lie Glu Cys Met Arg Gly Gly Gin Trp Asn Pro Ser Pro 
195 200 205 

Met Ser lie Gin Cys lie Pro Val Arg Cys Gly Glu Pro Pro Ser lie 
210 215 220 

Met Asn Gly Tyr Ala Ser Gly Ser Asn Tyr Ser Phe Gly Ala Met Val 
225 230 235 240 

Ala Tyr Ser Cys Asn Lys Gly Phe Tyr lie Lys Gly Glu Lys Lys Ser 
245 250 255 

Thr Cys Glu Ala Thr Gly Gin Trp Ser Ser Pro lie Pro Thr Cys His 
260 265 270 

Pro Val Ser Cys Gly Glu Pro Pro Lys Val Glu Asn Gly Phe Leu Glu 
275 280 285 

His Thr Thr Gly Arg lie Phe Glu Ser Glu Val Arg Tyr Gin Cys Asn 
290 295 300 

Pro Gly Tyr Lys Ser Val Gly Ser Pro Val Phe Val Cys Gin Ala Asn 
305 310 315 320 

Arg His Trp His Ser Glu Ser Pro Leu Met Cys Val Pro Leu Asp Cys 
325 330 335 

Gly Lys Pro Pro Pro lie Gin Asn Gly Phe Met Lys Gly Glu Asn Phe 
340 345 350 

Glu Val Gly Ser Lys Gly Gin Phe Phe Cys Asn Glu Gly Leu Xaa Ser 
355 360 365 

Phe Val Gly Asp Ser Ser Trp Thr Cys Gin Lys Ser Gly Lys Trp Asn 
370 375 380 

Lys Lys Ser Asn Pro Lys Cys Met Pro Ala Lys Cys Pro Glu Pro Pro 
385 390 395 400 

Leu Leu Glu Asn Gin Leu Val Leu Lys Glu Leu Thr Thr Glu Val Gly 
405 410 415 

Val Val Thr Phe Ser Cys Lys Glu Arg His Val Leu Gin Gly Pro Ser 
420 425 430 

Val Leu Lys Cys Leu Pro Ser Gin Gin Trp Asn Asp Ser Phe Pro Val 
435 440 445 

Cys Lys lie Val Leu Cys Thr Pro Pro Pro Leu lie Ser Phe Gly Val 
450 455 460 

Pro lie Pro Ser Ser Ala Leu His Phe Gly Ser Thr Val Lys Tyr Ser 
465 470 475 480 



Cys Val Gly Gly Phe Phe Leu Arg Gly Asn Ser Thr Thr Leu Cys Gin 
485 490 495 
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Pro Asp Gly Thr Trp Ser Ser Pro Leu Pro Glu Cys Val Pro Val Glu 
500 505 510 

Cys Pro Gin Pro Glu Glu lie Pro Asn Gly lie lie Asp Val Gin Gly 
515 520 525 

Leu Ala Tyr Leu Ser Thr Ala Leu Tyr Thr Cys Lys Pro Gly Phe Glu 
530 535 540 

Leu Val Gly Asn Thr Thr Thr Leu Cys Gly Glu Asn Gly His Trp Leu 
545 550 555 560 

Gly Gly Lys Pro Thr Cys Lys Ala lie Glu Cys Leu Lys Pro Lys Glu 
565 570 575 

lie Leu Asn Gly Lys Phe Ser Tyr Thr Asp Leu His Tyr Gly Gin Thr 
580 585 590 

Val Thr Tyr Ser Cys Asn Arg Gly Phe Arg Leu Glu Gly Pro Ser Ala 
595 600 605 

Leu Thr Cys Leu Glu Thr Gly Asp Trp Asp Val Asp Ala Pro Ser Cys 
610 615 620 

Asn Ala lie His Cys Asp Ser Pro Gin Pro lie Glu Asn Gly Phe Val 
625 630 635 640 

Glu Gly Ala Asp Tyr Ser Tyr Gly Ala lie lie lie Tyr Ser Cys Phe 
645 650 655 

Pro Gly Phe Gin Val Ala Gly His Ala Met Gin Thr Cys Glu Glu Ser 
660 665 670 

Gly Trp Ser Ser Ser lie Pro Thr Cys Met Pro lie Asp Cys Gly Leu 
675 680 685 

Pro Pro His lie Asp Phe Gly Asp Cys Thr Lys Leu Lys Asp Asp Gin 
690 695 700 

Gly Tyr Phe Glu Gin Glu Asp Asp Met Met Glu Val Pro Tyr Val Thr 
705 710 715 720 

Pro His Pro Pro Tyr His Leu Gly Ala Val Ala Lys Thr Trp Glu Asn 
725 730 735 

Thr Lys Glu Ser Pro Ala Thr His Ser Ser Asn Phe Leu Tyr Gly Thr 
740 745 750 

Met Val Ser Tyr Thr Cys Asn Pro Gly Tyr Glu Leu Leu Gly Asn Pro 
755 760 765 

Val Leu lie Cys Gin Glu Asp Gly Thr Trp Asn Gly Ser Ala Pro Ser 
770 775 780 



Cys lie Ser lie Glu Cys Asp Leu Pro Thr Ala Pro Glu Asn Gly Phe 
785 790 795 800 
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Leu Arg Phe Thr Glu Thr Ser Met Gly Ser Ala Val Gin Tyr Ser Cys 
805 810 815 

Lys Pro Gly His lie Leu Ala Gly Ser Asp Leu Arg Leu Cys Leu Glu 
820 825 830 

Asn Arg Lys Trp Ser Gly Ala Ser Pro Arg Cys Glu Ala lie Ser Cys 
835 840 845 

Lys Lys Pro Asn Pro Val Met Asn Gly Ser lie Lys Gly Ser Asn Tyr 
850 855 860 

Thr Tyr Leu Ser Thr Leu Tyr Tyr Glu Cys Asp Pro Gly Tyr Val Leu 
865 870 875 880 

Asn Gly Thr Glu Arg Arg Thr Cys Gin Asp Asp Lys Asn Trp Asp Glu 
885 890 895 

Asp Glu Pro lie Cys lie Pro Val Asp Cys Ser Ser Pro Pro Val Ser 
900 905 910 

Ala Asn Gly Gin Val Arg Gly Asp Glu Tyr Thr Phe Gin Lys Glu lie 
915 920 925 

Glu Tyr Thr Cys Asn Glu Gly Phe Leu Leu Glu Gly Ala Arg Ser Arg 
930 935 940 

Val Cys Leu Ala Asn Gly Ser Trp Ser Gly Ala Thr Pro Asp Cys Val 
945 950 955 960 

Pro Val Arg Cys Ala Thr Pro Pro Gin Leu Ala Asn Gly Val Thr Glu 
965 970 975 

Gly Leu Asp Tyr Gly Phe Met Lys Glu Val Thr Phe His Cys His Glu 
980 985 990 

Gly Tyr lie Leu His Gly Ala Pro Lys Leu Thr Cys Gin Ser Asp Gly 
995 1000 1005 

Asn Trp Asp Ala Glu lie Pro Leu Cys Lys Pro Val Asn Cys Gly Pro 
1010 1015 1020 

Pro Glu Asp Leu Ala His Gly Phe Pro Asn Gly Phe Ser Phe lie His 
1025 1030 1035 1040 

Gly Gly His lie Gin Tyr Gin Cys Phe Pro Gly Tyr Lys Leu His Gly 
1045 1050 1055 

Asn Ser Ser Arg Arg Cys Leu Ser Asn Gly Ser Trp Ser Gly Ser Ser 
1060 1065 1070 

Pro Ser Cys Leu Pro Cys Arg Cys Ser Thr Pro Val lie Glu Tyr Gly 
1075 1080 1085 



Thr Val Asn Gly Thr Asp Phe Asp Cys Gly Lys Ala Ala Arg lie Gin 
1090 1095 1100 
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Cys Phe Lys Gly Phe Lys Leu Leu Gly Leu Ser Glu lie Thr Cys Glu 
1105 1110 1115 1120 

Ala Asp Gly Gin Trp Ser Ser Gly Phe Pro His Cys Glu His Thr Ser 
1125 1130 1135 

Cys Gly Ser Leu Pro Met lie Pro Asn Ala Phe lie Ser Glu Thr Ser 
1140 1145 1150 

Ser Trp Lys Glu Asn Val lie Thr Tyr Ser Cys Arg Ser Gly Tyr Val 
1155 1160 1165 

lie Gin Gly Ser Ser Asp Leu lie Cys Thr Glu Lys Gly Val Trp Ser 
1170 1175 1180 

Gin Pro Tyr Pro Val Cys Glu Pro Leu Ser Cys Gly Ser Pro Pro Ser 
1185 1190 1195 1200 

Val Ala Asn Ala Val Ala Thr Gly Glu Ala His Thr Tyr Glu Ser Glu 
1205 1210 1215 

Val Lys Leu Arg Cys Leu Glu Gly Tyr Thr Met Asp Thr Asp Thr Asp 
1220 1225 1230 

Thr Phe Thr Cys Gin Lys Asp Gly Arg Trp Phe Pro Glu Arg lie Ser 
1235 1240 1245 

Cys Ser Pro Lys Lys Cys Pro Leu Pro Glu Asn lie Thr His lie Leu 
1250 1255 1260 

Val His Gly Asp Asp Phe Ser Val Asn Arg Gin Val Ser Val Ser Cys 
1265 1270 1275 1280 

Ala Glu Gly Tyr Thr Phe Glu Gly Val Asn lie Ser Val Cys Gin Leu 
1285 1290 1295 

Asp Gly Thr Trp Glu Pro Pro Phe Ser Asp Glu Ser Cys Ser Pro Val 
1300 1305 1310 

Ser Cys Gly Lys Pro Glu Ser Pro Glu His Gly Phe Val Val Gly Ser 
1315 1320 1325 

Lys Tyr Thr Phe Glu Ser Thr lie lie Tyr Gin Cys Glu Pro Gly Tyr 
1330 1335 1340 

Glu Leu Glu Asn Leu Ala Val Asn Pro Ser Gly Pro Gly Leu Phe Leu 
1345 1350 1355 1360 

Val Asp Arg Thr Leu Ser Cys Arg Ser Glu Leu Ala Arg Gly Pro lie 
1365 1370 1375 

Gin Thr Leu Phe Ala Trp Val Ser Ala Ala Glu Gly Ala Glu Gin Arg 
1380 1385 1390 



lie Leu Val Asn Arg Lys Cys Cys Cys Leu lie lie Pro Leu Glu Val 
1395 1400 1405 
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Leu Ser Gin Arg Asn Thr Arg Pro Cys Glu Val Ser Val Arg Pro Tyr 
1410 1415 1420 

Trp Gly Gly Asn Arg Glu Arg Val Cys Gin Glu Asn Arg Gin Trp Ser 
1425 1430 1435 1440 

Gly Gly Val Ala lie Cys Lys Glu Thr Arg Cys Glu Thr Pro Leu Glu 
1445 1450 1455 

Phe Leu Asn Gly Lys Ala Asp lie Glu Asn Arg Thr Thr Gly Pro Asn 
1460 1465 1470 

Val Val Tyr Ser Cys Asn Arg Gly Tyr Ser Leu Glu Gly Pro Ser Glu 
1475 1480 1485 

Ala His Cys Thr Glu Asn Gly Thr Trp Ser His Pro Val Pro Leu Cys 
1490 1495 1500 

Lys Pro Asn Pro Cys Pro Val Pro Phe Val lie Pro Glu Asn Ala Leu 
1505 1510 1515 1520 

Leu Ser Glu Lys Glu Phe Tyr Val Asp Gin Asn Val Ser lie Lys Cys 
1525 1530 1535 

Arg Glu Gly Phe Leu Leu Gin Gly His Gly lie lie Thr Cys Asn Pro 
1540 1545 1550 

Asp Glu Thr Trp Thr Gin Thr Ser Ala Lys Cys Glu Arg Arg Tyr Thr 
1555 1560 1565 

Gin Gin Pro Lys Ser Leu Asn Phe Gin Leu Ala Ala Tyr Cys Ser lie 
1570 1575 1580 

Arg Met Phe lie Leu Arg Gly Gly Val Gin Asp Gly Gin Leu Glu Thr 
1585 1590 1595 1600 

Ala Val Ala Gly Ala Ser His Arg Glu Glu Gin Lys Gin Lys Arg Glu 
1605 1610 1615 

Lys Ala Arg Trp Tyr Asn Gly Pro Pro Gly Ser His Met Gly Gin Ala 
1620 1625 1630 

Glu Leu Pro Pro Pro Ala Lys Gly Gly Gly Pro Pro Cys Gly Asn Phe 
1635 1640 1645 

Ser Asn Ser Ser Gin Gly Phe Met Asn Arg Pro Leu lie Ser Leu Arg 
1650 1655 1660 

Trp Ser Pro Trp Gly Ser Met Trp Pro Trp Ser Pro Gin lie Ser Arg 
1665 1670 1675 1680 

Leu Ser Pro Ser Pro Ala Gly Ser Glu Glu Ser Arg Gin Ala Gly Leu 
1685 1690 1695 



Val Gly Phe Pro Thr Ala Gin Phe Thr Cys Ser Ala Lys Gly Gin Leu 
1700 1705 1710 
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Glu Arg Phe Val Lys Arg Val Pro Asp Pro Met Pro Pro Asp Trp Asp 
1715 1720 1725 

Glu Thr Pro Pro Gin Gin Gly Ser Arg Met Arg Pro Pro His Asn Arg 
1730 1735 1740 

Gly His Gin Thr Pro Tyr Thr Arg Val Phe Leu Leu Ala Ser Gly Gin 
1745 1750 1755 1760 

Cys Pro Ser Gly Thr Glu Leu Pro Glu Glu Arg Ala Gly Ser His Leu 
1765 1770 1775 

Cys Cys Ser Ala Ala Ser Ala Gly Lys Ala Gin Asn Trp Ala Glu Ala 
1780 1785 1790 

Arg lie Asp Glu Leu Lys Glu Val Gly Phe Arg Lys Trp Val lie Met 
1795 1800 1805 

Lys Phe Ala Glu Leu Lys Glu His Val Leu Asn Gin Cys Lys Asp Ala 
1810 1815 1820 

Lys Asn Gin Asp Lys Thr Leu Gin Asp Pro Leu Thr Arg lie Thr Ser 
1825 1830 1835 1840 

Leu Glu Arg Asn Val Asn Asp Leu Met Glu Leu Lys Asn Thr Thr Arg 
1845 1850 1855 

Glu Leu His Asn Ala Thr Thr Lys Gin Gly Gin His Ser Ser Ser Gly 
1860 1865 1870 

Asn Pro Glu Asn Pro Ser Lys lie Leu His Glu Lys lie Asn Pro Lys 
1875 1880 1885 

Thr His Asn Pro Gin Val Leu Gin Glu lie Ser Cys Gly Pro Pro Ala 
1890 1895 1900 

His Val Glu Asn Ala lie Ala Arg Gly Val His Tyr Gin Tyr Gly Asp 
1905 1910 1915 1920 

Met lie Thr Tyr Ser Cys Tyr Ser Gly Tyr Met Leu Glu Gly Phe Leu 
1925 1930 1935 

Arg Ser Val Cys Leu Glu Asn Gly Thr Trp Thr Ser Pro Pro lie Cys 
1940 1945 1950 

Arg Ala Val Cys Arg Phe Pro Cys Gin Asn Gly Gly lie Cys Gin Arg 
1955 1960 1965 

Pro Asn Ala Cys Ser Cys Pro Glu Gly Trp Met Gly Arg Leu Cys Glu 
1970 1975 1980 

Glu Pro lie Cys lie Leu Pro Cys Leu Asn Gly Gly Arg Cys Val Ala 
1985 1990 1995 2000 



Pro Tyr Gin Cys Asp Cys Pro Pro Gly Trp Thr Gly Ser Arg Cys His 
2005 2010 2015 
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Thr Gly Arg Pro Leu Ser Trp Phe Val Phe Leu Val Ala Gin Ala His 
2020 2025 2030 

Glu Thr Pro Glu Asp lie Glu Glu Cys Asp Leu Asp Ser Glu Val Val 
2035 2040 2045 

Ala Lys 
2050 



<210> 23 
<211> 2216 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
AC016030 A. 0 . 82 



<400> 23 

cccacgcgtc 

cccacgcgtc 

aggagcccgg 

cgcccgccgc 

gcgaatggca 

gacggacatt 

ttccccccac 

gctcgggctc 

gccggccgcc 

tccgccggcc 

tataattagc 

atttctgacc 

tggatttcct 

tcttgtgtct 

agctgtgccg 

cccacaacct 

gcgccggcca 

tctgctccgt 

gtgcctaccg 

tcaaggccaa 

aaatggaagg 

agttggtctc 

aggcacaagc 

aaaagatcaa 

aatttgaagt 

C99 a ggctgg 

ataaagggaa 

cgaagacatg 

tgtttgttcc 

caatccaagc 

ctgagacagg 

agtggcagaa 

ccagaactga 

cat tgcctga 

ccagagccaa 

gctggtgaag 

gaagaggaaa 



cgcccacgcg 
cgcccacgcg 
gcgcctctcg 
ccgccgcccg 
ggctgtttcc 
aaccagactg 
aacgtcacag 
cggcacgtag 
cttgcagccc 
gcggaccggg 
ctgcacacaa 
gagcgcttcc 
gctgctcggt 
gctgggggcc 
gtgcgagggg 
gtccggcctg 
gttcacgggg 
gcagggggac 
gagctgcggt 
agcagtcaag 
aaatggacag 
ccctgccaag 
tgtttcagaa 
gttgaagaaa 
gaaagatcct 
ggagatgaca 
aaaagggttg 
gattcctgaa 
caggccggtt 
cctgaccttg 
aagtgggaaa 
gaggaatgct 
ggccggagct 
cgatactgta 
gactggaggc 
ggccttcttc 
atctttgata 



tccgcccacg 
tccggtgcaa 
ccgct ccccg 
caaagcatga 
gcggagtaaa 
tcagatcctg 
tccgaactgc 
ttgggaaact 
cgagccgagc 
gctgcctcgg 
agggagcagc 
aatggacatt 
ctctgtctat 
tgctttcaga 
cggctgctgt 
ctgggcttgt 
ttaatgcagc 
gcct ttcaga 
ggcgtctcca 
ctgtggcaaa 
atggatgact 
aatccctcca 
gaagaggagg 
agtaaaaatg 
gagctggagg 
tcagaaaacc 
gagccttctc 
gttcatgatc 
ctccgagcac 
gcacctgcca 
actcttgcct 
gcccctcctc 
gagactagat 
attgagagtg 
actgtctcag 
cctgat cagg 
agagcagact 



cgtccgccca 
gctcgcgccg 
cgccgccgtc 
gtgagcccgc 
aggtggcgcc 
gggagtcgcg 
agagggaaag 
tgcgggtcct 
agcaaagtga 
aaacacagag 
tgaatggagg 
ctccagtctc 
actggctgct 
tgctgcccgc 
actgcgaggc 
ccctgcgcta 
tcacgtggct 
aactgcgccg 
cacgcaacca 
tttcagacaa 
tggtgtgctt 
gtctcttctc 

a 99 a 99 a gg9 
tagcaactga 
cccagggaga 
tggtccaaac 
agagcactgc 
agaaagcaga 
tcagctttct 
tccgtgacaa 
t tgccatccc 
caagtaacac 
taccaggcaa 
aagcactgcc 
accaggcgtt 
gagaaacctg 
ggaagtctaa 



cgcgtccgcc 
cacactgcct 
cgcacctccc 
tctctgcagc 
ggtcagtggt 
agccccgagt 
gaaggcggca 
agaagtcgcc 
gacattgtgc 
gggtcttctc 
ttgtcactct 
tctggaaaga 
gaggaggccc 
cgcccccagc 
gctcaacctc 
caacagcctc 
ctatctggat 
agttaaggaa 
tgaagttgaa 
agggaatcaa 
tgaggaattg 
aaaggaagca 
aaagtctagc 
aggaaccagt 
tgacatggtt 
tgctccaaaa 
tgccaaggtg 
tgtgtcagct 
aggc ttctct 
actggacatc 
aatgattcat 
cgaagcacca 
ggctgaagct 
cagtgatat t 
gctctt tgag 
t tcccaaaca 
aacaggagtt 



cacgcgtccg 
ggtggaggga 
caccgcccgc 
tgcccggggc 
cgtttccaat 
ttggagtttt 
ggaaggcgaa 
tccccgcctt 
gcctgccaga 
tcgccctgca 
ctggaaaagg 
ttctcgctaa 
tcgggggtgg 
gggtgcccgc 
accgaggcgc 
tcggagctgc 
cacaatcaca 
ctcacgctga 
ggacacaaaa 
agttgtggga 
acagattacc 
cccaagagaa 
tcaccaaaga 
acccagaaag 
tgtgatgatc 
aagaagaaaa 
cccaaaaaag 
tggaaggacc 
gcacccacac 
cttggggctg 
gcggtgttgc 
cctggagaga 
gagtctgatg 
gcagccgagg 
tgacgatgat 
gaatgggaat 
gg a tga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

I860 

1920 

1980 

2040 

2100 

2160 

2216 
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<210> 24 
<211> 457 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
AC016030_A. 0 . 82 

<400> 24 

Met Asp Phe Leu Leu Leu Gly Leu Cys Leu Tyr Trp Leu Leu Arg Arg 
15 10 15 

Pro Ser Gly Val Val Leu Cys Leu Leu Gly Ala Cys Phe Gin Met Leu 
20 25 30 

Pro Ala Ala Pro Ser Gly Cys Pro Gin Leu Cys Arg Cys Glu Gly Arg 
35 40 45 

Leu Leu Tyr Cys Glu Ala Leu Asn Leu Thr Glu Ala Pro His Asn Leu 
50 55 60 

Ser Gly Leu Leu Gly Leu Ser Leu Arg Tyr Asn Ser Leu Ser Glu Leu 
65 70 75 80 

Arg Ala Gly Gin Phe Thr Gly Leu Met Gin Leu Thr Trp Leu Tyr Leu 
85 90 95 

Asp His Asn His lie Cys Ser Val Gin Gly Asp Ala Phe Gin Lys Leu 
100 105 110 

Arg Arg Val Lys Glu Leu Thr Leu Ser Ala Tyr Arg Ser Cys Gly Gly 
115 120 125 

Val Ser Thr Arg Asn His Glu Val Glu Gly His Lys lie Lys Ala Lys 
130 135 140 

Ala Val Lys Leu Trp Gin lie Ser Asp Lys Gly Asn Gin Ser Cys Gly 
145 150 155 160 

Lys Met Glu Gly Asn Gly Gin Met Asp Asp Leu Val Cys Phe Glu Glu 
165 170 175 

Leu Thr Asp Tyr Gin Leu Val Ser Pro Ala Lys Asn Pro Ser Ser Leu 
180 185 190 

Phe Ser Lys Glu Ala Pro Lys Arg Lys Ala Gin Ala Val Ser Glu Glu 
195 200 205 

Glu Glu Glu Glu Glu Gly Lys Ser Ser Ser Pro Lys Lys Lys lie Lys 
210 215 220 

Leu Lys Lys Ser Lys Asn Val Ala Thr Glu Gly Thr Ser Thr Gin Lys 
225 230 235 240 



Glu Phe Glu Val Lys Asp Pro Glu Leu Glu Ala Gin Gly Asp Asp Met 
245 250 255 
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Val Cys Asp Asp Pro Glu Ala Gly Glu Met Thr Ser Glu Asn Leu Val 
260 265 270 

Gin Thr Ala Pro Lys Lys Lys Lys Asn Lys Gly Lys Lys Gly Leu Glu 
275 280 285 

Pro Ser Gin Ser Thr Ala Ala Lys Val Pro Lys Lys Ala Lys Thr Trp 
290 295 300 

lie Pro Glu Val His Asp Gin Lys Ala Asp Val Ser Ala Trp Lys Asp 
305 310 315 320 

Leu Phe Val Pro Arg Pro Val Leu Arg Ala Leu Ser Phe Leu Gly Phe 
325 330 335 

Ser Ala Pro Thr Pro lie Gin Ala Leu Thr Leu Ala Pro Ala lie Arg 
340 345 350 

Asp Lys Leu Asp lie Leu Gly Ala Ala Glu Thr Gly Ser Gly Lys Thr 
355 360 365 

Leu Ala Phe Ala lie Pro Met lie His Ala Val Leu Gin Trp Gin Lys 
370 375 380 

Arg Asn Ala Ala Pro Pro Pro Ser Asn Thr Glu Ala Pro Pro Gly Glu 
385 390 395 400 

Thr Arg Thr Glu Ala Gly Ala Glu Thr Arg Leu Pro Gly Lys Ala Glu 
405 410 415 

Ala Glu Ser Asp Ala Leu Pro Asp Asp Thr Val lie Glu Ser Glu Ala 
420 425 430 

Leu Pro Ser Asp lie Ala Ala Glu Ala Arg Ala Lys Thr Gly Gly Thr 
435 440 445 

Val Ser Asp Gin Ala Leu Leu Phe Glu 
450 455 



<210> 25 
<211> 921 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
h_nh0443k08_A 

<400> 25 

atggcgaaga ttgagaaaaa cgctcccacg atggaaaaaa agccagaact gtttaacatc 60 
atggaagtag atggagtccc tacgttgata ttatcaaaag aatggtggga aaaagtatgt 120 
aatttccaag ccaagcctga tgatcttatt ctggcaactt acccaaagtc aggtacaaca 180 
tggatgcatg aaattttaga catgattcta aatgatggtg atgtggagaa atgcaaaaga 240 
gcccagactc tagatagaca cgctttcctt gaactgaaat ttccccataa agaaaaacca 300 
gatttggagt tcgttcttga aatgtcctca ccacaactga taaaaacaca tctcccttca 360 
catctgattc caccatctat ctggaaagaa aactgcaaga ttgtctatgt ggccagaaat 420 
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cccaaggatt gcctggtgtc ctactaccac tttcacagga tggcttcctt tatgcctgat 480 
cctcagaact tagaggaatt ttatgagaaa ttcatgtccg gaaaaggtga gttcgggtcc 540 
tggtttgacc atgtgaaagg atggtgggct gcaaaagaca tgcaccggat cctctacctc 600 
ttctacgagg atattaaaca gaatccaaaa catgagatcc acaaggtgtt ggaattcttg 660 
gagaaaactt ggtcaggtga tgttataaac aagattgtcc accatacctc atttgatgta 720 
atgaaggata atcccatggc caaccatact gcggtacctg ctcacatatt caatcactcc 780 
atctcaaaat ttatgaggaa aggtgggatg cctggagact ggaagaacca ctttactgtg 840 
gctttgaatg agaactttga taagcattat gaaaagaaga tggcagggtc cacactgaac 900 
ttctgcctgg agatctgaga g 921 



<210> 26 
<211> 305 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
h_nh0443k08_A 

<400> 26 

Met Ala Lys lie Glu Lys Asn Ala Pro Thr Met Glu Lys Lys Pro Glu 
15 10 15 

Leu Phe Asn lie Met Glu Val Asp Gly Val Pro Thr Leu lie Leu Ser 
20 25 30 

Lys Glu Trp Trp Glu Lys Val Cys Asn Phe Gin Ala Lys Pro Asp Asp 
35 40 45 

Leu lie Leu Ala Thr Tyr Pro Lys Ser Gly Thr Thr Trp Met His Glu 
50 55 60 

lie Leu Asp Met lie Leu Asn Asp Gly Asp Val Glu Lys Cys Lys Arg 
65 70 75 80 

Ala Gin Thr Leu Asp Arg His Ala Phe Leu Glu Leu Lys Phe Pro His 
85 90 95 

Lys Glu Lys Pro Asp Leu Glu Phe Val Leu Glu Met Ser Ser Pro Gin 
100 105 110 

Leu lie Lys Thr His Leu Pro Ser His Leu lie Pro Pro Ser lie Trp 
115 120 125 

Lys Glu Asn Cys Lys lie Val Tyr Val Ala Arg Asn Pro Lys Asp Cys 
130 135 140 

Leu Val Ser Tyr Tyr His Phe His Arg Met Ala Ser Phe Met Pro Asp 
145 150 155 160 

Pro Gin Asn Leu Glu Glu Phe Tyr Glu Lys Phe Met Ser Gly Lys Gly 
165 170 175 



Glu Phe Gly Ser Trp Phe Asp His Val Lys Gly Trp Trp Ala Ala Lys 
180 185 190 
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Asp Met His Arg lie Leu Tyr Leu Phe Tyr Glu Asp lie Lys Gin Asn 
195 200 205 

Pro Lys His Glu lie His Lys Val Leu Glu Phe Leu Glu Lys Thr Trp 
210 215 220 

Ser Gly Asp Val lie Asn Lys lie Val His His Thr Ser Phe Asp Val 
225 230 235 240 

Met Lys Asp Asn Pro Met Ala Asn His Thr Ala Val Pro Ala His lie 
245 250 255 

Phe Asn His Ser lie Ser Lys Phe Met Arg Lys Gly Gly Met Pro Gly 
260 265 270 

Asp Trp Lys Asn His Phe Thr Val Ala Leu Asn Glu Asn Phe Asp Lys 
275 280 285 

His Tyr Glu Lys Lys Met Ala Gly Ser Thr Leu Asn Phe Cys Leu Glu 
290 295 300 

lie 
305 



<210> 27 
<211> 893 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
h_nh0778p!7_A 



<400> 27 

gaagatgaaa 

agacagtcat 

tatttatgaa 

aagtattaac 

ggcttcaatg 

aattcaggca 

agaggttgaa 

aatgttccgc 

agagaagtgc 

agaagatgta 

tacagaaatc 

tgttaatttg 

agtagaggaa 

gtatgttaac 

ttgcagagta 



gaccgacttc 
gtatcaacta 
agagagcctg 
aatttggcag 
agaaggttta 
gaatacatca 
aatggtccat 
cattttcagc 
aagacatt ta 
aatgatatgc 
aatatcacta 
gagaaccaaa 
caaggagaga 
aatactaaag 
ctgtgttgtt 



aagaactaaa 
cagaaacaga 
tagctgagag 
ataatgttca 
gtctacttaa 
acagaagtt t 
ct tcagtggt 
aaatcatgtt 
tt ttacgtca 
ttcatcaagg 
aagcacaact 
taaaggattt 
gcatcaacaa 
agaaat ttgg 
ggtgctgtcc 



gcagagaaca 
ggaacaaggg 
acacctacat 
aaaatttggg 
gagagagtct 
gaatgattta 
cacaaggata 
tatatacaat 
gcttgaagtt 
aaaatgggaa 
ttcagagatt 
aagggatct t 
tattgaaatg 
actagctgta 
atgctgtagc 



aaggaaattg 
gtgtttctac 
gaaatccaaa 
cagcaacaga 
accattacaa 
gttaaagaag 
cttaaatctc 
gacacaatag 
gctggaaaag 
gtttttaatg 
gaacagagac 
ttcattcaga 
acagtgaat a 
aaatacaaaa 
tcaaaataaa 



aactctctag 
agcaagctgt 
aactacagga 
aaagtctggt 
aggagataaa 
ttaaaaagtc 
agcatgctgc 
cagcaaagca 
agatgtctga 
aaagcttact 
acaaggaact 
tatctctttt 
gtacaaaaga 
aaagaaatcc 
gaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

893 



<210> 28 
<211> 294 
<212> PRT 

<213> Unknown Organism 
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<220> 

<223> Description of Unknown Organism: POLYX 
h__nh0778pl7_A 

<400> 28 

Met Lys Asp Arg Leu Gin Glu Leu Lys Gin Arg Thr Lys Glu lie Glu 
15 10 15 

Leu Ser Arg Asp Ser His Val Ser Thr Thr Glu Thr Glu Glu Gin Gly 
20 25 30 

Val Phe Leu Gin Gin Ala Val lie Tyr Glu Arg Glu Pro Val Ala Glu 
35 40 45 

Arg His Leu His Glu lie Gin Lys Leu Gin Glu Ser lie Asn Asn Leu 
50 55 60 

Ala Asp Asn Val Gin Lys Phe Gly Gin Gin Gin Lys Ser Leu Val Ala 
65 70 75 80 

Ser Met Arg Arg Phe Ser Leu Leu Lys Arg Glu Ser Thr lie Thr Lys 
85 90 95 

Glu lie Lys lie Gin Ala Glu Tyr lie Asn Arg Ser Leu Asn Asp Leu 
100 105 110 

Val Lys Glu Val Lys Lys Ser Glu Val Glu Asn Gly Pro Ser Ser Val 
115 120 125 

Val Thr Arg lie Leu Lys Ser Gin His Ala Ala Met Phe Arg His Phe 
130 135 140 

Gin Gin lie Met Phe lie Tyr Asn Asp Thr lie Ala Ala Lys Gin Glu 
145 150 155 160 

Lys Cys Lys Thr Phe lie Leu Arg Gin Leu Glu Val Ala Gly Lys Glu 
165 170 175 

Met Ser Glu Glu Asp Val Asn Asp Met Leu His Gin Gly Lys Trp Glu 
180 185 190 

Val Phe Asn Glu Ser Leu Leu Thr Glu lie Asn lie Thr Lys Ala Gin 
195 200 205 

Leu Ser Glu lie Glu Gin Arg His Lys Glu Leu Val Asn Leu Glu Asn 
210 215 220 

Gin lie Lys Asp Leu Arg Asp Leu Phe lie Gin lie Ser Leu Leu Val 
225 230 235 240 

Glu Glu Gin Gly Glu Ser lie Asn Asn lie Glu Met Thr Val Asn Ser 
245 250 255 

Thr Lys Glu Tyr Val Asn Asn Thr Lys Glu Lys Phe Gly Leu Ala Val 
260 265 270 



Lys Tyr Lys Lys Arg Asn Pro Cys Arg Val Leu Cys Cys Trp Cys Cys 
275 280 285 
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Pro Cys Cys Ser Ser Lys 
290 



<2 10> 29 
<211> 892 
<212> DNA 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
hnh0778p!7_Al 



<400> 29 

aagatgaaag 

gacagtcatg 

atttatgaaa 

agtattaaca 

gcttcaatga 

attcaggcag 

gaggttgaaa 

atgttccgcc 

gagaagtgca 

gaagatgtaa 

acagaaatca 

gt taatttgg 

gtagaggaac 

tatgttaaca 

tgcagagtac 



accgacttca 
tatcaactac 
gagagcctgt 
atttggcaga 
gaaggtttag 
aatacatcaa 
atggtccatc 
attttcagca 
agacatttat 
atgatatgct 
atatcactaa 
agaaccaaat 
aaggagagag 
atactaaaga 
tgtgttgttg 



agaactaaag 
agaaacagag 
agctgagaga 
taatgt tcaa 
tctacttaag 
cagaagt t tg 
ttcagtggtc 
aatcatgt tt 
t ttacgt cag 
tcatcaagga 
agcacaactt 
aaaggat t ta 
catcaacaat 
gaaatt tgga 
gtgctgtcca 



cagagaacaa 
gaacaagggg 
cacctacatg 
aaatttgggc 
agagagtcta 
aatgatttag 
acaaggatac 
atatacaatg 
ct tgaagttg 
aaatgggaag 
tcagagattg 
agggatcttt 
attgaaatga 
ctagctgtaa 
tgctgtagct 



aggaaattga 
tgtttctaca 
aaatccaaaa 
agcaacagaa 
ccattacaaa 
ttaaagaagt 
ttaaatctca 
acacaatagc 
ctggaaaaga 
tttttaatga 
aacagagaca 
teat tcagat 
cagtgaatag 
aatacaaaaa 
caaaataaag 



act ctctaga 
gcaagctgtt 
actacaggaa 
aagtctggtg 
ggagataaaa 
taaaaagtca 
geatgetgea 
agcaaagcaa 
gatgtctgaa 
aagcttactt 
caaggaactt 
atctctt t ta 
tacaaaagag 
aagaaatcct 
aa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

892 



<210> 30 
<211> 294 
<212> PRT 

<213> Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
hnh0778pl7_Al 

<400> 30 

Met Lys Asp Arg Leu Gin Glu Leu Lys Gin Arg Thr Lys Glu lie Glu 
15 10 15 

Leu Ser Arg Asp Ser His Val Ser Thr Thr Glu Thr Glu Glu Gin Gly 
20 25 30 

Val Phe Leu Gin Gin Ala Val lie Tyr Glu Arg Glu Pro Val Ala Glu 
35 40 45 

Arg His Leu His Glu lie Gin Lys Leu Gin Glu Ser lie Asn Asn Leu 
50 55 60 



Ala Asp Asn Val Gin Lys Phe Gly Gin Gin Gin Lys Ser Leu Val Ala 
65 70 75 80 
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Ser Met Arg Arg Phe Ser Leu Leu Lys Arg Glu Ser Thr lie Thr Lys 
85 90 95 

Glu lie Lys lie Gin Ala Glu Tyr lie Asn Arg Ser Leu Asn Asp Leu 
100 105 110 

Val Lys Glu Val Lys Lys Ser Glu Val Glu Asn Gly Pro Ser Ser Val 
115 120 125 

Val Thr Arg lie Leu Lys Ser Gin His Ala Ala Met Phe Arg His Phe 
130 135 140 

Gin Gin lie Met Phe lie Tyr Asn Asp Thr lie Ala Ala Lys Gin Glu 
145 150 155 160 

Lys Cys Lys Thr Phe lie Leu Arg Gin Leu Glu Val Ala Gly Lys Glu 
165 170 175 

Met Ser Glu Glu Asp Val Asn Asp Met Leu His Gin Gly Lys Trp Glu 
180 185 190 

Val Phe Asn Glu Ser Leu Leu Thr Glu lie Asn lie Thr Lys Ala Gin 
195 200 205 

Leu Ser Glu lie Glu Gin Arg His Lys Glu Leu Val Asn Leu Glu Asn 
210 215 220 

Gin lie Lys Asp Leu Arg Asp Leu Phe lie Gin lie Ser Leu Leu Val 
225 230 235 240 

Glu Glu Gin Gly Glu Ser lie Asn Asn lie Glu Met Thr Val Asn Ser 
245 250 255 

Thr Lys Glu Tyr Val Asn Asn Thr Lys Glu Lys Phe Gly Leu Ala Val 
260 265 270 

Lys Tyr Lys Lys Arg Asn Pro Cys Arg Val Leu Cys Cys Trp Cys Cys 
275 280 285 

Pro Cys Cys Ser Ser Lys 
290 



<210> 31 
<211> 892 
<2 12 > DNA 

< 2 1 3 > Unknown Organi sm 
<220> 

<223> Description of Unknown Organism: POLYX 
CG55655_02 

<400> 31 

aagatgaaag accgacttca agaactaaag cagagaacaa aggaaattga actctctaga 60 

gacagtcatg tatcaactac agaaacagag gaacaagggg tgtttctaca gcaagctgtt 120 

atttatgaaa gagagcctgt agctgagaga cacctacatg aaatccaaaa actacaggaa 180 

agtattaaca atttggcaga taatgttcaa aaatttgggc agcaacagaa aagtctggtg 240 

gcttcaatga gaaggtttag tctacttaag agagagtcta ccattacaaa ggagataaaa 300 
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attcaggcag 
gaggttgaaa 
atgttccgcc 
gagaagtgca 
gaagatgtaa 
acagaaatca 
gttaatt tgg 
gtagaggaac 
tatgt taaca 
tgcagagtac 



aatacatcaa 
atggt ccat c 
at tttcagca 
agacatttat 
atgatatgct 
atatcactaa 
agaaccaaat 
aaggagagag 
atact aaaga 
tgtgttgttg 



cagaagtt tg 
ttcagtggtc 
aatcatgt t t 
tttacgtcag 
tcatcaagga 
agcacaact t 
aaaggatt ta 
catcaacaat 
gaaatt tgga 
gtgctgtcca 



aatgat ttag 
acaaggatac 
atatacaatg 
cttgaagttg 
aaatgggaag 
t cagagattg 
agggatcttt 
attgaaatga 
c tagctgtaa 
tgctgtagct 



ttaaag 
ttaaat 
acacaa 
ctggaa 
ttttta 
aacaga 
tcattc 
cagtga 
aataca 
caaaat 



aagt 
ctca 
tagc 
aaga 
atga 
gaca 
agat 
atag 
aaaa 
aaag 



taaaa 
gcatg 
agcaa 
gatgt 
aagct 
caagg 
atctc 
tacaa 
aagaa 
aa 



agtca 
ctgca 
agcaa 
ctgaa 
tactt 
aact t 
tttta 
aagag 
at cct 



360 
420 
480 
540 
600 
660 
720 
780 
840 
892 



<210> 32 
<211> 294 
<212> PRT 

< 2 1 3 > Unknown Organism 
<220> 

<223> Description of Unknown Organism: POLYX 
CG55655_02 

<400> 32 

Met Lys Asp Arg Leu Gin Glu Leu Lys Gin Arg Thr Lys Glu lie Glu 

15 10 15 

Leu Ser Arg Asp Ser His Val Ser Thr Thr Glu Thr Glu Glu Gin Gly 
20 25 30 

Val Phe Leu Gin Gin Ala Val lie Tyr Glu Arg Glu Pro Val Ala Glu 
35 40 45 

Arg His Leu His Glu lie Gin Lys Leu Gin Glu Ser lie Asn Asn Leu 
50 55 60 

Ala Asp Asn Val Gin Lys Phe Gly Gin Gin Gin Lys Ser Leu Val Ala 
65 70 75 80 

Ser Met Arg Arg Phe Ser Leu Leu Lys Arg Glu Ser Thr lie Thr Lys 
85 90 95 

Glu lie Lys lie Gin Ala Glu Tyr lie Asn Arg Ser Leu Asn Asp Leu 
100 105 110 

Val Lys Glu Val Lys Lys Ser Glu Val Glu Asn Gly Pro Ser Ser Val 
115 120 125 

Val Thr Arg lie Leu Lys Ser Gin His Ala Ala Met Phe Arg His Phe 
130 135 140 

Gin Gin lie Met Phe lie Tyr Asn Asp Thr lie Ala Ala Lys Gin Glu 
145 150 155 160 

Lys Cys Lys Thr Phe lie Leu Arg Gin Leu Glu Val Ala Gly Lys Glu 
165 170 175 



Met Ser Glu Glu Asp Val Asn Asp Met Leu His Gin Gly Lys Trp Glu 
180 185 190 
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Val Phe Asn Glu Ser Leu Leu Thr Glu lie Asn lie Thr Lys Ala Gin 
195 200 205 

Leu Ser Glu lie Glu Gin Arg His Lys Glu Leu Val Asn Leu Glu Asn 
210 215 220 

Gin lie Lys Asp Leu Arg Asp Leu Phe lie Gin lie Ser Leu Leu Val 
225 230 235 240 

Glu Glu Gin Gly Glu Ser lie Asn Asn lie Glu Met Thr Val Asn Ser 
245 250 255 

Thr Lys Glu Tyr Val Asn Asn Thr Lys Glu Lys Phe Gly Leu Ala Val 
260 265 270 



Lys Tyr Lys Lys Arg Asn Pro Cys Arg Val Leu Cys Cys Trp Gys Cys 
275 280 285 



Pro Cys Cys Ser Ser Lys 
290 



<210> 33 

<211> 967 

<2 12> DNA 

<213> Unknown Organism 
<220> 

< 2 2 3 > Description of Unknown Organism: POLYX 
GM 11817402 A 



<400> 33 

tcagaaatca 

agtgggtcca 

gaggtgtggg 

tcgaccaatt 

catgggaaaa 

tcactgtgag 

gttgctggcc 

catccatcac 

tcacgcaggg 

cctttgggtt 

aagcagtgga 

caagggctga 

cggagttcat 

tggaaccatg 

ccgtggggac 

ctccagccaa 

tccagaa 



atgataaagg 
gcagatggaa 
gaactctgcc 
ccatggcatt 
gaaaccaatt 
caaagattgt 
aggtccttgc 
tgcggagctc 
agagctgggc 
cctcctggat 
accaaaggag 
gcagcagaag 
cgccagctca 
gaggacactg 
atctgtgctc 
ctgggccaca 



gacggaattc 
acacagctgc 
ttctacaatg 
caggacactg 
at tt ttgact 
caccatgtca 
atcttccaat 
ctcaagctgg 
tccagacagg 
gctgtgacct 
gtggctcagc 
acggcggcca 
gtggccaccg 
gccctccagc 
ctccagc tgc 
gcaccaatga 



atgtgggggg 
caagtctgcc 
tgatgctgca 
tgatagggga 
gctgctctcg 
ccatcacact 
tactggagaa 
gggcggctca 
tgagcgagca 
tggatctgac 
aggaagaaga 
tcatctctgc 
caggtgacgg 
tc tcagaact 
cccagcgcag 
ctt ttactac 



t tggagtgga 
cctgtcctta 
cagagagctg 
aggaacgcac 
accacattat 
gggcgtcctc 
gccaatgaag 
ggctgacgct 
attaactgag 
cttcgggaag 
gagggccaga 
cgagggcgac 
cctgatcaag 
cat ccacctc 
gccgccctga 
cgccttcct t 



cgcaggcgtg 
gctt ctgcag 
tctgtcatct 
tttctcatcc 
gcaccaatca 
ttcccgcct t 
aatgtgctgc 
ggagaactga 
caagcagcaa 
gaatttgcag 
tctgtggtgg 
tccaaggcca 
gcccacaagc 
atccacctgc 
cctgcacctc 
ctgtccccac 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

967 



<210> 34 
<211> 271 
<212> PRT 

<2 13> Unknown Organism 
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<220> 

<223> Description of Unknown Organism: POLYX 
GM_11817402_A 

<400> 34 

Met Glu Thr Gin Leu Pro Ser Leu Pro Leu Ser Leu Ala Ser Ala Gly 
15 10 15 

Gly Val Gly Asn Ser Ala Phe Tyr Asn Val Met Leu His Arg Glu Leu 
20 25 30 

Ser Val lie Phe Asp Gin Phe His Gly lie Gin Asp Thr Val lie Gly 
35 40 45 

Glu Gly Thr His Phe Leu lie Pro Trp Glu Lys Lys Pro lie lie Phe 
50 55 60 

Asp Cys Cys Ser Arg Pro His Tyr Ala Pro lie lie Thr Val Ser Lys 
65 70 75 80 

Asp Cys His His Val Thr lie Thr Leu Gly Val Leu Phe Pro Pro Cys 
85 90 95 

Cys Trp Pro Gly Pro Cys lie Phe Gin Leu Leu Glu Lys Pro Met Lys 
100 105 110 

Asn Val Leu Pro Ser lie Thr Ala Glu Leu Leu Lys Leu Gly Ala Ala 
115 120 125 

Gin Ala Asp Ala Gly Glu Leu lie Thr Gin Gly Glu Leu Gly Ser Arg 
130 135 140 

Gin Val Ser Glu Gin Leu Thr Glu Gin Ala Ala Thr Phe Gly Phe Leu 
145 150 155 160 

Leu Asp Ala Val Thr Leu Asp Leu Thr Phe Gly Lys Glu Phe Ala Glu 
165 170 175 

Ala Val Glu Pro Lys Glu Val Ala Gin Gin Glu Glu Glu Arg Ala Arg 
180 185 190 

Ser Val Val Ala Arg Ala Glu Gin Gin Lys Thr Ala Ala lie lie Ser 
195 200 205 

Ala Glu Gly Asp Ser Lys Ala Thr Glu Phe lie Ala Ser Ser Val Ala 
210 215 220 

Thr Ala Gly Asp Gly Leu lie Lys Ala His Lys Leu Glu Pro Trp Arg 
225 230 235 240 

Thr Leu Ala Leu Gin Leu Ser Glu Leu lie His Leu lie His Leu Pro 
245 250 255 



Val Gly Thr Ser Val Leu Leu Gin Leu Pro Gin Arg Arg Pro Pro 
260 265 270 
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<210> 35 
<211> 464 
<212> PRT 

<213> Rattus norvegicus 
<400> 35 

Met Val Leu Ala Phe Trp Leu Ala Phe Phe Thr Tyr Thr Trp lie Thr 
15 10 15 

Leu Met Leu Asp Ala Ser Ala Val Lys Glu Pro His Gin Gin Cys Leu 
20 25 30 

Ser Ser Pro Lys Gin Thr Arg lie Arg Glu Thr Arg Met Arg Lys Asp 
35 40 45 

Asp Leu Thr Lys Val Trp Pro Leu Lys Arg Glu Gin Leu Leu His lie 
50 55 60 

Glu Asp His Asp Phe Ser Thr Arg Pro Gly Phe Gly Gly Ser Pro Val 
65 70 75 80 

Pro Val Gly lie Asp Val Gin Val Glu Ser lie Asp Ser lie Ser Glu 
85 90 95 

Val Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His Tyr Trp Lys 
100 105 110 

Asp Glu Arg Leu Ser Phe Pro Ser Thr Thr Asn Lys Ser Met Thr Phe 
115 120 125 

Asp Arg Arg Leu lie Gin Lys lie Trp Val Pro Asp lie Phe Phe Val 
130 135 140 

His Ser Lys Arg Ser Phe lie His Asp Thr Thr Val Glu Asn lie Met 
145 150 155 160 

Leu Arg Val His Pro Asp Gly Asn Val Leu Phe Ser Leu Arg lie Thr 
165 170 175 

Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro Leu Asp Thr 
180 185 190 

Gin Asn Cys Ser Leu Glu Leu Glu Ser Tyr Ala Tyr Asn Glu Glu Asp 
195 200 205 

Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr Glu Glu 
210 215 220 

His lie Ser Leu Ser Gin Phe Phe lie Glu Glu Phe Ser Ala Ser Ser 
225 230 235 240 

Gly Leu Ala Phe Tyr Ser Ser Thr Gly Trp Tyr Tyr Arg Leu Phe lie 
245 250 255 



Asn Phe Val Leu Arg Arg His lie Phe Phe Phe Val Leu Gin Thr Tyr 
260 265 270 
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Phe Pro Ala Met Leu Met Val Met Leu Ser Trp Val Ser Phe Trp lie 
275 280 285 

Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly lie Thr Thr Val 
290 295 300 

Leu Thr Met Ser Thr lie Val Thr Gly Val Ser Ala Ser Met Pro Gin 
305 310 315 320 

Val Ser Tyr Val Lys Ala Val Asp Val Tyr Met Trp Val Ser Ser Leu 
325 330 335 

Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr Leu Thr 
340 345 350 

Thr Val Glu Glu Trp Lys Gin Leu Asn Arg Arg Gly Lys lie Ser Gly 
355 360 365 

Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp Gly Cys Tyr 
370 375 380 

His Asp Gly Glu Thr Asp Val Asp Gin Thr Ser Phe Phe Leu His Ser 
385 390 395 400 

Glu Glu Asp Ser Met Arg Thr Lys Phe Thr Gly Ser Pro Cys Ala Asp 
405 410 415 

Ser Ser Gin lie Lys Arg Lys Ser Leu Gly Gly Asn Val Gly Arg lie 
420 425 430 

lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg lie Val Phe 
435 440 445 

Pro Val Val Tyr lie lie Phe Asn Leu Phe Tyr Trp Gly lie Tyr Val 
450 455 460 



<210> 36 
<211> 464 
<212> PRT 

<213> Rattus norvegicus 
<400> 36 

Met Val Leu Ala Phe Trp Leu Ala Phe Phe Thr Tyr Thr Trp lie Thr 
15 10 15 

Leu Met Leu Asp Ala Ser Ala Val Lys Glu Pro His Gin Gin Cys Leu 
20 25 30 

Ser Ser Pro Lys Gin Thr Arg lie Arg Glu Thr Arg Met Arg Lys Asp 
35 40 45 

Asp Leu Thr Lys Val Trp Pro Leu Lys Arg Glu Gin Leu Leu His lie 
50 55 60 



Glu Asp His Asp Phe Ser Thr Arg Pro Gly Phe Gly Gly Ser Pro Val 
65 70 75 80 
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Pro Val Gly lie Asp Val Gin Val Glu Ser lie Asp Ser lie Ser Glu 
85 90 95 

Val Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His Tyr Trp Lys 
100 105 110 

Asp Glu Arg Leu Ser Phe Pro Ser Thr Thr Asn Lys Ser Met Thr Phe 
115 120 125 

Asp Arg Arg Leu lie Gin Lys lie Trp Val Pro Asp lie Phe Phe Val 
130 135 140 

His Ser Lys Arg Ser Phe lie His Asp Thr Thr Val Glu Asn lie Met 
145 150 155 160 

Leu Arg Val His Pro Asp Gly Asn Val Leu Phe Ser Leu Arg lie Thr 
165 170 175 

Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro Leu Asp Thr 
180 185 190 

Gin Asn Cys Ser Leu Glu Leu Glu Ser Tyr Ala Tyr Asn Glu Glu Asp 
195 200 205 

Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr Glu Glu 
210 215 220 

His lie Ser Leu Ser Gin Phe Phe lie Glu Glu Phe Ser Ala Ser Ser 
225 230 235 240 

Gly Leu Ala Phe Tyr Ser Ser Thr Gly Trp Tyr Tyr Arg Leu Phe lie 
245 250 255 

Asn Phe Val Leu Arg Arg His lie Phe Phe Phe Val Leu Gin Thr Tyr 
260 265 270 

Phe Pro Ala Met Leu Met Val Met Leu Ser Trp Val Ser Phe Trp lie 
275 280 285 

Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly lie Thr Thr Val 
290 295 300 

Leu Thr Met Ser Thr lie Val Thr Gly Val Ser Ala Ser Met Pro Gin 
305 310 315 320 

Val Ser Tyr Val Lys Ala Val Asp Val Tyr Met Trp Val Ser Ser Leu 
325 330 335 

Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr Leu Thr 
340 345 350 

Thr Val Glu Glu Trp Lys Gin Leu Asn Arg Arg Gly Lys lie Ser Gly 
355 360 365 



Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp Gly Cys Tyr 
370 375 380 
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His Asp Gly Glu Thr Asp Val Asp Gin Thr Ser Phe Phe Leu His Ser 
385 390 395 400 

Glu Glu Asp Ser Met Arg Thr Lys Phe Thr Gly Ser Pro Cys Ala Asp 
405 410 415 

Ser Ser Gin lie Lys Arg Lys Ser Leu Gly Gly Asn Val Gly Arg lie 
420 425 430 

lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg lie Val Phe 
435 440 445 

Pro Val Val Tyr lie lie Phe Asn Leu Phe Tyr Trp Gly lie Tyr Val 
450 455 460 



<210> 37 
<211> 464 
<2 12> PRT 

<213> Rattus norvegicus 
<400> 37 

Met Val Leu Ala Phe Trp Leu Ala Phe Phe Thr Tyr Thr Trp lie Thr 
15 10 15 

Leu Met Leu Asp Ala Ser Ala Val Lys Glu Pro His Gin Gin Cys Leu 
20 25 30 

Ser Ser Pro Lys Gin Thr Arg lie Arg Glu Thr Arg Met Arg Lys Asp 
35 40 45 

Asp Leu Thr Lys Val Trp Pro Leu Lys Arg Glu Gin Leu Leu His lie 
50 55 60 

Glu Asp His Asp Phe Ser Thr Arg Pro Gly Phe Gly Gly Ser Pro Val 
65 70 75 80 

Pro Val Gly lie Asp Val Gin Val Glu Ser lie Asp Ser lie Ser Glu 
85 90 95 

Val Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His Tyr Trp Lys 
100 105 110 

Asp Glu Arg Leu Ser Phe Pro Ser Thr Thr Asn Lys Ser Met Thr Phe 
115 120 125 

Asp Arg Arg Leu lie Gin Lys lie Trp Val Pro Asp lie Phe Phe Val 
130 135 140 

His Ser Lys Arg Ser Phe lie His Asp Thr Thr Val Glu Asn lie Met 
145 150 155 160 

Leu Arg Val His Pro Asp Gly Asn Val Leu Phe Ser Leu Arg lie Thr 
165 170 175 



Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro Leu Asp Thr 
180 185 190 



Gin Asn Cys Ser Leu Glu Leu Glu Ser Tyr Ala Tyr Asn Glu Glu Asp 
195 200 205 

Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr Glu Glu 
210 215 220 

His lie Ser Leu Ser Gin Phe Phe lie Glu Glu Phe Ser Ala Ser Ser 
225 230 235 240 

Gly Leu Ala Phe Tyr Ser Ser Thr Gly Trp Tyr Tyr Arg Leu Phe lie 
245 250 255 

Asn Phe Val Leu Arg Arg His lie Phe Phe Phe Val Leu Gin Thr Tyr 
260 265 270 

Phe Pro Ala Met Leu Met Val Met Leu Ser Trp Val Ser Phe Trp lie 
275 280 285 

Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly lie Thr Thr Val 
290 295 300 

Leu Thr Met Ser Thr lie Val Thr Gly Val Ser Ala Ser Met Pro Gin 
305 310 315 320 

Val Ser Tyr Val Lys Ala Val Asp Val Tyr Met Trp Val Ser Ser Leu 
325 330 335 

Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr Leu Thr 
340 345 350 

Thr Val Glu Glu Trp Lys Gin Leu Asn Arg Arg Gly Lys lie Ser Gly 
355 360 365 

Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp Gly Cys Tyr 
370 375 380 

His Asp Gly Glu Thr Asp Val Asp Gin Thr Ser Phe Phe Leu His Ser 
385 390 395 400 

Glu Glu Asp Ser Met Arg Thr Lys Phe Thr Gly Ser Pro Cys Ala Asp 
405 410 415 

Ser Ser Gin lie Lys Arg Lys Ser Leu Gly Gly Asn Val Gly Arg lie 
420 425 430 

lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg lie Val Phe 
435 440 445 

Pro Val Val Tyr lie lie Phe Asn Leu Phe Tyr Trp Gly lie Tyr Val 
450 455 460 



<210> 38 

<211> 464 

<212> PRT 

<213> Rattus 



norvegicus 
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<400> 38 

Met Val Leu Ala Phe Trp Leu Ala Phe Phe Thr Tyr Thr Trp lie Thr 
15 10 15 

Leu Met Leu Asp Ala Ser Ala Val Lys Glu Pro His Gin Gin Cys Leu 
20 25 30 

Ser Ser Pro Lys Gin Thr Arg lie Arg Glu Thr Arg Met Arg Lys Asp 
35 40 45 

Asp Leu Thr Lys Val Trp Pro Leu Lys Arg Glu Gin Leu Leu His lie 
50 55 60 

Glu Asp His Asp Phe Ser Thr Arg Pro Gly Phe Gly Gly Ser Pro Val 
65 70 75 80 

Pro Val Gly lie Asp Val Gin Val Glu Ser lie Asp Ser lie Ser Glu 
85 90 95 

Val Asn Met Asp Phe Thr Met Thr Phe Tyr Leu Arg His Tyr Trp Lys 
100 105 110 

Asp Glu Arg Leu Ser Phe Pro Ser Thr Thr Asn Lys Ser Met Thr Phe 
115 120 125 

Asp Arg Arg Leu lie Gin Lys lie Trp Val Pro Asp lie Phe Phe Val 
130 135 140 

His Ser Lys Arg Ser Phe lie His Asp Thr Thr Val Glu Asn lie Met 
145 150 155 160 

Leu Arg Val His Pro Asp Gly Asn Val Leu Phe Ser Leu Arg lie Thr 
165 170 175 

Val Ser Ala Met Cys Phe Met Asp Phe Ser Arg Phe Pro Leu Asp Thr 
180 185 190 

Gin Asn Cys Ser Leu Glu Leu Glu Ser Tyr Ala Tyr Asn Glu Glu Asp 
195 200 205 

Leu Met Leu Tyr Trp Lys His Gly Asn Lys Ser Leu Asn Thr Glu Glu 
210 215 220 

His lie Ser Leu Ser Gin Phe Phe lie Glu Glu Phe Ser Ala Ser Ser 
225 230 235 240 

Gly Leu Ala Phe Tyr Ser Ser Thr Gly Trp Tyr Tyr Arg Leu Phe lie 
245 250 255 

Asn Phe Val Leu Arg Arg His lie Phe Phe Phe Val Leu Gin Thr Tyr 
260 265 270 

Phe Pro Ala Met Leu Met Val Met Leu Ser Trp Val Ser Phe Trp lie 
275 280 285 

Asp Arg Arg Ala Val Pro Ala Arg Val Ser Leu Gly lie Thr Thr Val 
290 295 300 
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Leu Thr Met Ser Thr lie Val Thr Gly Val Ser Ala Ser Met Pro Gin 
305 310 315 320 

Val Ser Tyr Val Lys Ala Val Asp Val Tyr Met Trp Val Ser Ser Leu 
325 330 335 

Phe Val Phe Leu Ser Val lie Glu Tyr Ala Ala Val Asn Tyr Leu Thr 
340 345 350 

Thr Val Glu Glu Trp Lys Gin Leu Asn Arg Arg Gly Lys lie Ser Gly 
355 360 365 

Met Tyr Asn lie Asp Ala Val Gin Ala Met Ala Phe Asp Gly Cys Tyr 
370 375 380 

His Asp Gly Glu Thr Asp Val Asp Gin Thr Ser Phe Phe Leu His Ser 
385 390 395 400 

Glu Glu Asp Ser Met Arg Thr Lys Phe Thr Gly Ser Pro Cys Ala Asp 
405 410 415 

Ser Ser Gin lie Lys Arg Lys Ser Leu Gly Gly Asn Val Gly Arg lie 
420 425 430 

lie Leu Glu Asn Asn His Val lie Asp Thr Tyr Ser Arg lie Val Phe 
435 440 445 



Pro Val Val Tyr lie lie Phe Asn Leu Phe Tyr Trp Gly lie Tyr Val 
450 455 460 



<210> 39 
<211> 392 
<212> PRT 

<213> Homo sapiens 
<220> 

<22 1> MOD_RES 

<222> (111) 

<223> Any amino acid 

<400> 39 

Met Asn Leu Asp Val Ala Lys Lys Pro Pro Arg Thr Ser Glu Arg Gin 
15 10 15 

Ala Glu Ser Cys Gly Val Gly Gin Gly His Ala Glu Asn Gin Cys Val 
20 25 30 

Ser Cys Arg Ala Gly Thr Tyr Tyr Asp Gly Ala Arg Glu Arg Cys lie 
35 40 45 

Leu Cys Pro Asn Gly Thr Phe Gin Asn Glu Glu Gly Gin Met Thr Cys 
50 55 60 



Glu Pro Cys Pro Arg Pro Gly Asn Ser Gly Ala Leu Lys Thr Pro Glu 
65 70 75 80 
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Ala Trp Asn Met Ser Glu Cys Gly Gly Leu Cys Gin Pro Thr Glu Tyr 
85 90 95 

Ser Ala Asp Gly Phe Ala Pro Cys Gin Leu Cys Ala Leu Gly Xaa Phe 
100 105 110 

Gin Pro Glu Ala Gly Arg Thr Ser Cys Phe Pro Cys Gly Gly Gly Leu 
115 120 125 

Ala Thr Lys His Gin Gly Ala Thr Ser Phe Gin Asp Cys Glu Thr Arg 
130 135 140 

Val Gin Cys Ser Pro Gly His Phe Tyr Asn Thr Thr Thr His Arg Cys 
145 150 155 160 

lie Arg Cys Pro Val Gly Thr Tyr Gin Pro Glu Phe Gly Lys Asn Asn 
165 170 175 

Cys Val Ser Cys Pro Gly Asn Thr Thr Thr Asp Phe Asp Gly Ser Thr 
180 185 190 

Asn lie Thr Gin Cys Lys Asn Arg Arg Cys Gly Gly Glu Leu Gly Asp 
195 200 205 

Phe Thr Gly Tyr lie Glu Ser Pro Asn Tyr Pro Gly Asn Tyr Pro Ala 
210 215 220 

Asn Thr Glu Cys Thr Trp Thr lie Asn Pro Pro Pro Lys Arg Arg lie 
225 230 235 240 

Leu lie Val Val Pro Glu lie Phe Leu Pro lie Glu Asp Asp Cys Gly 
245 250 255 

Asp Tyr Leu Val Met Arg Lys Thr Ser Ser Ser Asn Ser Val Thr Thr 
260 265 270 

Tyr Glu Thr Cys Gin Thr Tyr Glu Arg Pro lie Ala Phe Thr Ser Arg 
275 280 285 

Ser Lys Lys Leu Trp lie Gin Phe Lys Ser Asn Glu Gly Asn Ser Ala 
290 295 300 

Arg Gly Phe Gin Val Pro Tyr Val Thr Tyr Asp Glu Asp Tyr Gin Glu 
305 310 315 320 

Leu lie Glu Asp lie Val Arg Asp Gly Arg Leu Tyr Ala Ser Glu Asn 
325 330 335 

His Gin Glu lie Leu Lys Asp Lys Lys Leu lie Lys Ala Leu Phe Asp 
340 345 350 

Val Leu Ala His Pro Gin Asn Tyr Phe Lys Tyr Thr Ala Gin Glu Ser 
355 360 365 



Arg Glu Met Phe Pro Arg Ser Phe lie Arg Leu Leu Arg Ser Lys Val 
370 375 380 
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Ser Arg Phe Leu Arg Pro Tyr Lys 
385 390 



<210> 40 
<211> 283 
<212> PRT 

<213> Rattus norvegicus 
<400> 40 

Glu Val Asn Gly lie Leu Met Ser Lys Leu Met Ser Asp Asn Trp Asp 
15 10 15 

Lys lie Trp Asn Phe Gin Ala Lys Pro Asp Asp Leu Leu lie Ala Thr 
20 25 30 

Tyr Ala Lys Ala Gly Thr Thr Trp Thr Gin Glu lie Val Asp Met lie 
35 40 45 

Gin Asn Asp Gly Asp Val Gin Lys Cys Gin Arg Ala Asn Thr Tyr Asp 
50 55 60 

Arg His Pro Phe lie Glu Trp Thr Leu Pro Ser Pro Leu Asn Ser Gly 
65 70 75 80 

Leu Asp Leu Ala Asn Lys Met Pro Ser Pro Arg Thr Leu Lys Thr His 
85 90 95 

Leu Pro Val His Met Leu Pro Pro Ser Phe Trp Lys Glu Asn Ser Lys 
100 105 110 

lie lie Tyr Val Ala Arg Asn Ala Lys Asp Cys Leu Val Ser Tyr Tyr 
115 120 125 

Tyr Phe Ser Arg Met Asn Lys Met Leu Pro Asp Pro Gly Thr Leu Gly 
130 135 140 

Glu Tyr lie Glu Gin Phe Lys Ala Gly Lys Val Leu Trp Gly Ser Trp 
145 150 155 160 

Tyr Asp His Val Lys Gly Trp Trp Asp Val Lys Asp Gin His Arg lie 
165 170 175 

Leu Tyr Leu Phe Tyr Glu Asp Met Lys Glu Asp Pro Lys Arg Glu lie 
180 185 190 

Lys Lys lie Ala Lys Phe Leu Glu Lys Asp lie Ser Glu Glu Val Leu 
195 200 205 

Asn Lys lie lie Tyr His Thr Ser Phe Asp Val Met Lys Glu Asn Pro 
210 215 220 

Met Ala Asn Tyr Thr Thr Leu Pro Ser Ser lie Met Asp His Ser lie 
225 230 235 240 



Ser Pro Phe Met Arg Lys Gly Met Pro Gly Asp Trp Lys Asn Tyr Phe 
245 250 255 
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Thr Val Ala Gin Ser Glu Asp Phe Asp Glu Asp Tyr Arg Arg Lys Met 
260 265 270 



Ala Gly Ser Asn lie Thr Phe Arg Thr Glu lie 
275 280 



<210> 41 
<211> 285 
<212> PRT 

<213> Homo sapiens 
<400> 41 

Met Lys Asp Arg Leu Ala Glu Leu Leu Asp Leu Ser Lys Gin Tyr Asp 
15 10 15 

Gin Gin Phe Pro Asp Gly Asp Asp Glu Phe Asp Ser Pro His Glu Asp 
20 25 30 

lie Val Phe Glu Thr Asp His lie Leu Glu Ser Leu Tyr Arg Asp lie 
35 40 45 

Arg Asp lie Gin Asp Glu Asn Gin Leu Leu Val Ala Asp Val Lys Arg 
50 55 60 

Leu Gly Lys Gin Asn Ala Arg Phe Leu Thr Ser Met Arg Arg Leu Ser 
65 70 75 80 

Ser lie Lys Arg Asp Thr Asn Ser lie Ala Lys Ala lie Lys Ala Arg 
85 90 95 

Gly Glu Val lie His Cys Lys Leu Arg Ala Met Lys Glu Leu Ser Glu 
100 105 110 

Ala Ala Glu Ala Gin His Gly Pro His Ser Ala Val Ala Arg lie Ser 
115 120 125 

Arg Ala Gin Tyr Asn Ala Leu Thr Leu Thr Phe Gin Arg Ala Met His 
130 135 140 

Asp Tyr Asn Gin Ala Glu Met Lys Gin Arg Asp Asn Cys Lys lie Arg 
145 150 155 160 

lie Gin Arg Gin Leu Glu lie Met Gly Lys Glu Val Ser Gly Asp Gin 
165 170 175 

lie Glu Asp Met Phe Glu Gin Gly Lys Trp Asp Val Phe Ser Glu Asn 
180 185 190 

Leu Leu Ala Asp Val Lys Gly Ala Arg Ala Ala Leu Asn Glu lie Glu 
195 200 205 

Ser Arg His Arg Glu Leu Leu Arg Leu Glu Ser Arg lie Arg Asp Val 
210 215 220 



His Glu Leu Phe Leu Gin Met Ala Val Leu Val Glu Lys Gin Ala Asp 
225 230 235 240 
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Thr Leu Asn Val lie Glu Leu Asn Val Gin Lys Thr Val Asp Tyr Thr 

245 250 255 

Gly Gin Ala Lys Ala Gin Val Arg Lys Ala Val Gin Tyr Glu Glu Lys 

260 265 270 

Asn Pro Cys Arg Thr Leu Cys Cys Phe Cys Cys Pro Cys 

275 280 285 



<210> 42 
<211> 285 
<212> PRT 

<213> Homo sapiens 
<400> 42 

Met Lys Asp Arg Leu Ala Glu Leu Leu Asp Leu Ser Lys Gin Tyr Asp 
15 10 15 

Gin Gin Phe Pro Asp Gly Asp Asp Glu Phe Asp Ser Pro His Glu Asp 
20 25 30 

lie Val Phe Glu Thr Asp His lie Leu Glu Ser Leu Tyr Arg Asp lie 
35 40 45 

Arg Asp lie Gin Asp Glu Asn Gin Leu Leu Val Ala Asp Val Lys Arg 
50 55 60 

Leu Gly Lys Gin Asn Ala Arg Phe Leu Thr Ser Met Arg Arg Leu Ser 
65 70 75 80 

Ser lie Lys Arg Asp Thr Asn Ser lie Ala Lys Ala lie Lys Ala Arg 
85 90 95 

Gly Glu Val lie His Cys Lys Leu Arg Ala Met Lys Glu Leu Ser Glu 
100 105 110 

Ala Ala Glu Ala Gin His Gly Pro His Ser Ala Val Ala Arg lie Ser 
115 120 125 

Arg Ala Gin Tyr Asn Ala Leu Thr Leu Thr Phe Gin Arg Ala Met His 
130 135 140 

Asp Tyr Asn Gin Ala Glu Met Lys Gin Arg Asp Asn Cys Lys lie Arg 
145 150 155 160 

lie Gin Arg Gin Leu Glu lie Met Gly Lys Glu Val Ser Gly Asp Gin 
165 170 175 

lie Glu Asp Met Phe Glu Gin Gly Lys Trp Asp Val Phe Ser Glu Asn 
180 185 190 

Leu Leu Ala Asp Val Lys Gly Ala Arg Ala Ala Leu Asn Glu lie Glu 
195 200 205 

Ser Arg His Arg Glu Leu Leu Arg Leu Glu Ser Arg lie Arg Asp Val 
210 215 220 
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His Glu Leu Phe Leu Gin Met Ala Val Leu Val Glu Lys Gin Ala Asp 

225 230 235 240 

Thr Leu Asn Val lie Glu Leu Asn Val Gin Lys Thr Val Asp Tyr Thr 
245 250 255 

Gly Gin Ala Lys Ala Gin Val Arg Lys Ala Val Gin Tyr Glu Glu Lys 
260 265 270 

Asn Pro Cys Arg Thr Leu Cys Cys Phe Cys Cys Pro Cys 
275 280 285 



<210> 43 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 43 

ttggaagaga tggtcctggc tttc 



<210> 44 
<211> 27 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 44 

ttcataggat tctcagctgt gtgagtg 27 



<210> 45 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 45 

ttggaagaga tggtcctggc tttc 24 



<210> 46 

<211> 27 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
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<400> 46 

ttcataggat tctcagctgt gtgagtg 27 



<210> 47 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 47 

gtgtgttcct ctcgactgtg ga 



<210> 48 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<400> 48 

gacccttgga ccctacttca aa 



<210> 49 
<211> 24 
<2 12 > DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 49 

ccccgatcca gaatggcttc atga 24 



<210> 50 
<211> 16 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 50 

tgtgccgagg gcaacg 16 



<210> 51 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Probe 
<400> 51 

tagctgccca tcatgttgac acagctct 28 



<210> 52 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 52 

agaagccttc ccggcagt 18 



<210> 53 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 53 

cttgtgggcc agctcataat c 21 



<210> 54 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 54 

accgcttcct gctgcgcctg 20 



<210> 55 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 55 

gatgctcaga aagtccatca acc 23 



<210> 56 
<211> 22 



• 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 56 

cttatgagac ctgccagacc ta 

<210> 57 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 
<400> 57 

cttcactgcc cgttccagga agct 

<210> 58 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Probe 



<400> 58 

ctcgcttgtc ttgaagttga tc 



22 



